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<221> polyA_signal 
<222> 510. .515 

<221> polyA_site 
<222> 530. .542 

<400> 68 

tgttacttag ggtcaaggct tgggtcttgc cccgcaaacc cttgggacga cccggcccca 60 
gcgcagct atg aac ctg gag cga gtg tec aat gag gag aaa ttg aac ctg 110 
Met Asn Leu Glu Arg Val Ser Asn Glu Glu Lys Leu Asn Leu 
-70 -65 -60 
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25 



ttattctccc aggacaggct ccttaaagca gaggagectg tcctgggagc cccttctcaa 461 
actcctaaga cttgttctca tgtcccacgt tetctgetga catcccccaa taaaggaccc 521 
taactttcaa aaaaaaaaaa a 542 



<210> 69 
<211> 1174 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 2. .757 

<221> sigjeptide 
<222> 2. .205 
<223> Von Heijne matrix 
score 7.3 

seq LRLILSPLPGAQP/QQ 

<221> polyA_site 
<222> 1160. .1174 

<400> 69 

g atg cct gag ggc ccc gag ctg cac ctg gec age cag ttt gtg aat gag 49 
Met Pro Glu Gly Pro Glu Leu His Leu Ala Ser Gin Phe Val Asn Glu 
-65 -60 -55 

gee tgc agg gcg ctg gtg ttc ggc ggc tgc gtg gag aag tec tct gtc 97 
Ala Cys Arg Ala Leu Val Phe Gly Gly Cys Val Glu Lys Ser Ser Val 

-50 -45 -40 

age cgc aac cct gag gtg ccc ttt gag age agt gec tac cgc ate tea 145 
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160 165 170 

gag gee aaa gat ggc age aac etc tgc ttc age aaa tgattgtgta 767 
Glu Ala Lys Asp Gly Ser Asn Leu Cys Phe Ser Lys 

175 180 

accctggggc acttgtcccc ctctggacct gattcaccga tttggaagtt tgtageccta 827 

gctgatactc aatggactag gcctcctcac ttgtcaatag tgtttccagg ctgggcgcag 887 

tggctcatgc ctgtggtccc ggcacttegg gaggecgagt ggggtggctc acctgaggtc 947 

aggagttcga gaccatcctg gecaacatgg tgaaacccca tctccactaa aatgcaaaaa 1007 

attagecagg tgtggtggcg ggcacctgta gtctcagcta ctegggagga tgaggcagga 1067 

aaatcgcttg aacccaggag gtggaggttg cagttgagct gagatcgtgc cattgcactc 1127 

cagcctgggc aacgagagca aaactccatc tcaaaaaaaa aaaaaaa 1174 



<210> 70 

<211> 1285 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 2. .1051 

<221> sig_j?eptide 
<222> 2. .205 
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<223> Von Heijne matrix 
score 7.3 

seg LRLILSPLPGAQP/QQ 

<221> polyA_signal 
<222> 1248. .1253 

<221> polyA__site 
<222> 1272 . .1285 

<400> 70 

g atg cct gag ggc ccc gag ctg cac ctg gcc age cag ttt gtg aat gag 49 
Met Pro Glu Gly Pro Glu Leu His Leu Ala Ser Gin Phe Val Asn Glu 
-65 -60 -55 

gcc tgc agg gcg ctg gtg ttc ggc ggc tgc gtg gag aag tec tct gtc 97 
Ala Cys Arg Ala Leu Val Phe Gly Gly Cys Val Glu Lys Ser Ser Val 

-50 -45 -40 

age cgc aac cct gag gtg ccc ttt gag age agt gcc tac cgc ate tea 145 
Ser Arg Asn Pro Glu Val Pro Phe Glu Ser Ser Ala Tyr Arg lie Ser 

-35 -30 -25 

get tea gcc cgc ggc aag gag ctg cgc ctg ata ctg age cct ctg cct 193 
Ala Ser Ala Arg Gly Lys Glu Leu Arg Leu lie Leu Ser Pro Leu Pro 
-20 -15 -10 -5 

ggg gcc cag ccc caa cag gag cca ctg gcc ctg gtc ttc cgc ttc ggc 241 
Gly Ala Gin Pro Gin Gin Glu Pro Leu Ala Leu Val Phe Arg Phe Gly 

15 10 
atg tec ggc tct ttt cag ctg gtg ccc cgc gag gag ctg cca cgc cat 289 
Met Ser Gly Ser Phe Gin Leu Val Pro Arg Glu Glu Leu Pro Arg His 

15 20 25 

gcc cac ctg cgc ttt tac acg gcc ccg cct ggc ccc egg etc gcc eta 337 
Ala His Leu Arg Phe Tyr Thr Ala Pro Pro Gly Pro Arg Leu Ala Leu 

30 35 40 

tgt ttc gtg gac ate cgc egg ttc ggc cgc tgg gac ctt ggg gga aag 385 
Cys Phe Val Asp lie Arg Arg Phe Gly Arg Trp Asp Leu Gly Gly Lys 
45 50 55 60 

tgg cag ccg ggc cgc ggg ccc tgt gtc ttg cag gag tac cag cag ttc 433 
Trp Gin Pro Gly Arg Gly Pro Cys Val Leu Gin Glu Tyr Gin Gin Phe 

65 70 75 

agg ctg aag ate ccc ccc ttt gag aag gcc cgc teg gtc ctg gag gcc 481 
Arg Leu Lys He Pro Pro Phe Glu Lys Ala Arg Ser Val Leu Glu Ala 

B0 85 90 

ctg cag cag cac agg ccg age ccg gag ctg acc ctg age cag aag ata 529 
Leu Gin Gin His Arg Pro Ser Pro Glu Leu Thr Leu Ser Gin Lys He 

95 100 105 

agg acc aag ctg cag aat cca gac ctg ctg gag eta tgt cac tea gtg 577 
Arg Thr Lys Leu Gin Asn Pro Asp Leu Leu Glu Leu Cys His Ser Val 

110 115 120 

ccc aag gaa gtg gac cag ttg ggg ggc agg ggc tac ggg tea gag age 625 
Pro Lys Glu Val Asp Gin Leu Gly Gly Arg Gly Tyr Gly Ser Glu Ser 
125 130 135 140 

ggg gag gag gac ttt get gcc ttt cga gcc tgg ctg cgc tgc tat ggc 673 
Gly Glu Glu Asp Phe Ala Ala Phe Arg Ala Trp Leu Arg Cys Tyr Gly 

145 150 155 

atg cca ggc atg age tec ctg cag gac egg cat ggc cgt acc ate tgg 721 
Met Pro Gly Met Ser Ser Leu Gin Asp Arg His Gly Arg Thr He Trp 

160 165 170 

ttc cag ggg gat cct gga ccg ttg gca ccc aaa ggg cgc aag tec cgc 769 
Phe Gin Gly Asp Pro Gly Pro Leu Ala Pro Lys Gly Arg Lys Ser Arg 

175 180 185 

aaa aag aaa tec aag gcc aca cag ctg agt cct gag gac aga gtg gag 817 
Lys Lys Lys Ser Lys Ala Thr Gin Leu Ser Pro Glu Asp Arg Val Glu 
190 195 200 
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gac get ttg cct cca age aag gec cct tec aag aca cga agg gca aag 865 

Asp Ala Leu Pro Pro Ser Lys Ala Pro Ser Lys Thr Arg Arg Ala Lys 

205 210 215 220 

aga gac ctt cct aag agg act gca acc cag egg cct gag ggg acc age 913 

Arg Asp Leu Pro Lys Arg Thr Ala Thr Gin Arg Pro Glu Gly Thr Ser 

225 230 235 

etc cag cag gac cca gaa get ccc aca gtg ccc aag aag ggg agg agg 961 
Leu Gin Gin Asp Pro Glu Ala Pro Thr Val Pro Lys Lys Gly Arg Arg 

240 245 250 

aag ggg cga cag gca gec tct ggc cac tgc aga ccc egg aag gtc aag 1009 
Lys Gly Arg Gin Ala Ala Ser Gly His Cys Arg Pro Arg Lys Val Lys 

255 260 265 

get gac ate cca tec ttg gaa cca gag ggg acc tea gec tct 1051 
Ala Asp lie Pro Ser Leu Glu Pro Glu Gly Thr Ser Ala Ser 

270 275 280 

tagcaggagg ctctccttgc ttgcactcac cctttcttat tgtcttgccc tgcatctggg 1111 
ggtctgaatt tttgggagca ggcaatatct gaaggtgcaa acaggcccta cggctgttcc 1171 
ctgcacaact ctcatggttt taattgtacc ccatcttcca catctttaaa gctcatgtga 1231 
aaaatgctgc atttttaata aactgataca tttgaactcc aaaaaaaaaa aaaa 1285 



<210> 71 
<211> 1398 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 2.. 1171 

<221> sig_peptide 
<222> 2. .205 
<223> Von Heijne matrix 
score 7.3 

seq LRLILSPLPGAQP/QQ 

<221> polyA^signal 
<222> 1368.7l373 

<221> polyA_site 
<222> 1366. . 1398 

<400> 71 

g atg cct gag ggc ccc gag ctg cac ctg gec age cag ttt gtg aat gag 49 
Met Pro Glu Gly Pro Glu Leu His Leu Ala Ser Gin Phe Val Asn Glu 
-65 -60 -55 
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Glu Gly Thr Ser Ala Ser 
320 
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gaaggtgcaa acaggcccta cggctgttcc ctgcacaact ctcatggttt taattgtacc 1321 

ccatcttcca catctttaaa gctcatgtga aaaatgctgc atttttaata aactgataca 13 81 

tttgaaaaaa aaaaaaa 1398 
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<210> 72 
<211> 821 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 42. .611 

<221> sig — peptide 
<222> 42 . .287 
<223> Von Heijne matrix 
score 4.4 

seq NLPHLQWGLTWG/HI 

<221> polyA_signal 
<222> 787. .792 

<221> polyA_site 
<222> 808. .821 

<400> 72 

ccgttgccag ttctgcgcgt gtcctgcgtc tccagtatgg a atg tat gtt tgg ccc 56 

Met Tyr Val Trp Pro 
-80 

tgg ttt cac aga aga tct ctg 104 
Trp Phe His Arg Arg Ser Leu 
-65 

gca gga gtg age ctt cca gga 152 
Ala Gly Val Ser Leu Pro Gly 
-50 

gta ata ctg tea gac age tea 200 
Val lie Leu Ser Asp Ser Ser 
-35 -30 
egg caa age tgc caa atg aat 248 
Arg Gin Ser Cys Gin Met Asn 
-20 -15 
eta aca tgg ggt cat ata tct 2 96 

Leu Thr Trp Gly His lie Ser 
1 

gat att ate ctt gca tct gat 344 
Asp lie lie Leu Ala Ser Asp 
15 

gac att ttg get aca ata tat 392 
Asp lie Leu Ala Thr lie Tyr 

30 35 
caa ttg tgg tct act tat caa 44 0 

Gin Leu Trp Ser Thr Tyr Gin 
45 50 
get tta etc tac aaa tgg gat 488 
Ala Leu Leu Tyr Lys Trp Asp 
65 

tct ttt gat gca gac aaa gaa 536 
Ser Phe Asp Ala Asp Lys Glu 
80 

aga cat aca gtt gaa atg ctg 584 
Arg His Thr Val Glu Met Leu 
95 

tgaattatac ctacaacctg 631 



tgt get gtg gtc ctg gec cag tac ctt 

Cys Ala Val Val Leu Ala Gin Tyr Leu 

-75 -70 

cca ggc aag gee ate tta gag att gga 

Pro Gly Lys Ala He Leu Glu He Gly 

-60 -55 

att ttg act gee aaa tgt ggt gca gaa 

He Leu Thr Ala Lys Cys Gly Ala Glu 

-45 -40 

gaa ctg cct cac tgt ctg gaa gtc tgt 

Glu Leu Pro His Cys Leu Glu Val Cys 
-25 

aac ctg cca cat ctg cag gtg gta gga 

Asn Leu Pro His Leu Gin Val Val Gly 

-10 -5 

fc 99 gat ctt ctg get eta cca cca caa 

Trp Asp Leu Leu Ala Leu Pro Pro Gin 

5 10 

gtg ttc ttt gaa cca gaa gat ttt gaa 

Val Phe Phe Glu Pro Glu Asp Phe Glu 

20 25 

ttt ttg atg cac aag aat ccc aag gtc 

Phe Leu Met His Lys Asn Pro Lys Val 
40 

gtt agg agt get gac tgg tea ctt gaa 

Val Arg Ser Ala Asp Trp Ser Leu Glu 

55 60 

atg aaa tgt gtc cac att cct ctt gag 

Met Lys Cys Val His He Pro Leu Glu 

70 75 

gat ata gca gaa tct acc ctt cca gga 

Asp He Ala Glu Ser Thr Leu Pro Gly 

85 90 

gtc att tec ttt gca aag gac agt etc 

Val He Ser Phe Ala Lys Asp Ser Leu 
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100 105 

ttctgggaca gtatcaatac tgatgagcaa cctggcacac aaactatgag cagaccactt 691 

cagcttgaga atgcagtggg tctgaagatg gtcaagtctg tctgccttag attttgatgt 751 

cacctagaca acacttaaac tcatatgaaa caaaaattaa aatacgtatt acaagtaaaa 811 

aaaaaaaaaa 82 1 



<210> 73 

<211> 916 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 62. .916 

<221> sig_peptide 
<222> 62.. 757 
<223> Von Heijne matrix 
score 4.2 

seg LVTPAALRPLVLG/GN 

<221> polyA_site 
<222> 904. .916 

<400> 73 

cctgaatgac ttgaatgttt ccccgcctga gctaacagtc catgtgggtg attcagctct 60 
g atg gga tgt gtt ttc cag age aca gaa gac aaa cgt ata ttc aag ata 109 
Met Gly Cys Val Phe Gin Ser Thr Glu Asp Lys Arg He Phe Lys He 
-230 -225 -220 



gac tgg 


act 


ctg 


tea 


cca 


gga 


gag 


cac 


gec 


aag 


gac 


gaa 


tat 


gtg 


eta 


157 


Asp Trp 


Thr 


Leu Ser Pro Gly Glu His Ala Lys Asp 


Glu 


Tyr 


Val 


Leu 




-215 








-210 








-205 










tac tat 


tac 


tec 


aat 


etc 


agt 


gtg 


cct 


att 


ggg 


cgc 


ttc 


cag 


aac 


cgc 


205 


Tyr Tyr 


Tyr 


Ser 


Asn 


Leu 


Ser 


Val 


Pro 


He 


Gly Arg 


Phe 


Gin 


Asn Arg 




-200 








-195 








-190 








-185 




gta cac 


ttg 


atg 


ggg 


gac 


aac 


tta 


tgc 


aat 


gat 


ggc 


tct 


etc 


ctg 


etc 


253 


Val His 


Leu 


Met Gly Asp 


Asn 


Leu 


Cys 


Asn Asp 


Gly Ser 


Leu 


Leu 


Leu 










-180 








-175 








-170 




caa gat 


gtg 


caa 


gag 


get 


gac 


cag 


gga 


ace 


tat 


ate 


tgt 


gaa 


ate 


cgc 


301 


Gin Asp Val 


Gin 


Glu 


Ala 


Asp Gin Gly Thr 


Tyr 


He 


Cys 


Glu 


He 


Arg 








-165 








-160 








-155 






etc aaa 


ggg 


gag 


age 


cag 


gtg 


ttc 


aag 


aag 


gcg 


gtg 


gta 


ctg 


cat 


gtg 


349 


Leu Lys Gly 


Glu 


Ser 


Gin 


Val 


Phe 


Lys 


Lys 


Ala 


Val 


Val 


Leu 


His 


Val 






-150 








-145 








-140 








ctt cca 


gag 


gag 


ccc 


aaa 


gag 


etc 


atg 


gtc 


cat 


gtg 


ggt 


gga 


ttg 


att 


397 


Leu Pro 


Glu 


Glu 


Pro 


Lys 


Glu 


Leu 


Met 


Val 


His 


Val 


Gly 


Gly 


Leu 


lie 




-135 








-130 








-125 










cag atg 


gga 


tgt 


gtt 


ttc 


cag 


age 


aca 


gaa 


gtg 


aaa 


cac 


gtg 


acc 


aag 


445 


Gin Met 


Gly Cys 


Val 


Phe 


Gin 


Ser 


Thr 


Glu 


Val 


Lys 


His 


Val 


Thr 


Lys 




-120 








-115 








-110 








-105 




gta gaa 


tgg 


ata 


ttt 


tea 


gga 


egg 


cgc 


gca 


aag 


gag 


gag 


att 


gta 


ttt 


493 


Val Glu 


Trp 


He 


Phe 


Ser Gly Arg 


Arg 


Ala 


Lys 


Glu 


Glu 


He 


Val 


Phe 










-100 








-95 










-90 






cgt tac 


tac 


cac 


aaa 


etc 


agg 


atg 


tct 


gcg 


gag 


tac 


tec 


cag 


age 


tgg 


541 


Arg Tyr Tyr 


His 


Lys 


Leu Arg 


Met 


Ser 


Ala 


Glu 


Tyr 


Ser 


Gin 


Ser 


Trp 








-85 










-80 










-75 








ggc cac 


ttc 


cag 


aat 


cgt 


gtg 


aac 


ctg 


gtg 


ggg 


gac 


att 


ttc 


cgc 


aat 


589 


Gly His 


Phe 


Gin 


Asn Arg 


Val 


Asn 


Leu 


Val 


Gly Asp 


He 


Phe 


Arg 


Asn 






-70 










-65 










-60 










gac ggt 


tjrc 


ate 


atg 


ctt 


caa 


gga 


gtg 


agg 


gag 


tea 


gat 


gga 


gga 


aac 


637 
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Asp Gly Ser 


lie 


Met 


Leu Gin Gly Val 


Arg 


Glu 


Ser 


Asp 


Glv 


Glv 


Asn 






-55 








-50 






-45 












tac 


acc tgc 


agt 


ate 


cac 


eta ggg aac 


ctg 


gtg 


ttc 


aag 


aaa 


acc 


att 


685 


Tyr Thr Cys 


Ser 


He 


His 


Leu Gly Asn Leu 


Val 


Phe 


Lys 


Lys 


Thr 


He 




-40 








-35 






-30 










-25 




gtg 


ctg cat 


gtc 


age 


ccg 


gaa gag cct 


cga 


aca 


Ctq 


Qtq 


acc 


ccq 


qca 


733 


Val 


Leu His 


Val 


Ser 


Pro 


Glu Glu Pro 


Arg 


Thr 


Leu 


Val 


Thr 


Pro 


Ala 










-20 






-15 










-10 






gcc 


ctg agg 


cct 


ctg 


gtc 


ttg ggt ggt 


aat 


cag 


ttg 


Qtq 


ate 


att 


qtq 


781 


Ala 


Leu Arg 


Pro 
-5 


Leu 


Val 


Leu Gly Gly Asn 


Gin 


Leu 


val 


He 


He 


Val 




gga 


att gtc 


tgt 


gcc 


aca 


ate ctg ctg 


etc 


cct 


gtc 


5 

ctq 


ata 


ttq 


ate 


829 


Gly 


lie Val 


Cys 


Ala 


Thr 


He Leu Leu 


Leu 


Pro 


Val 


Leu 


He 


Leu 


He 






10 








15 






20 












gtg 


aag aag 


acc 


tgt 


gga 


aat aag agt 


tea 


gtg 


aat 


tct 


aca 


gtc 


ttg 


877 


Val 


Lys Lys 


Thr 


Cys 


Gly Asn Lys Ser 


Ser 


Val 


Asn 


Ser 


Thr 


Val 


Leu 




25 








30 






35 










40 




gtg 


aag aac 


acg 


aag 


aag 


act aat cca 


aaa 


aaa 


aaa 


aaa 








916 


Val 


Lys Asn 


Thr Lys 


Lys 


Thr Asn Pro 


Lys 


Lys 


Lys 


Lys 











45 50 



<210> 74 
<211> 1153 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 62 . .520 

<221> polyA_signal 
<222> 1124. .1129 

<221> polyA_site 
<222> 1141. .1153 

<400> 74 

cctgaatgac ttgaatgttt ccccgcctga gctaacagtc catgtgggtg attcagctct 60 
g atg gga tgt gtt ttc cag age aca gta gac aaa tgt ata ttc aag ata 109 
Met Gly Cys Val Phe Gin Ser Thr Val Asp Lys Cys He Phe Lys He 
15 10 15 



gac 


tgg 


act 


ctg 


tea 


cca 


gga 


gag 


cac 


gcc 


aag 


gac 


gaa 


tat 


gtg 


eta 


157 


Asp 


Trp 


Thr 


Leu 


Ser 


Pro 


Gly 


Glu 


His 


Ala 


Lys 


Asp 


Glu 


Tyr 


Val 


Leu 










20 










25 










30 








tac 


tat 


tac 


tec 


aat 


etc 


agt 


gtg 


cct 


att 


ggg 


cgc 


ttc 


cag 


aac 


cgc 


205 


Tyr 


Tyr 


Tyr 


Ser 


Asn 


Leu 


Ser 


Val 


Pro 


He 


Gly 


Arg 


Phe 


Gin 


Asn 


Arg 








35 










40 










45 










gta 


cac 


ttg 


atg 


ggg 


gac 


ate 


tta 


tgc 


aat 


gat 


ggc 


tct 


etc 


ctg 


etc 


253 


Val 


His 


Leu 


Met 


Gly 


Asp 


He 


Leu 


Cys 


Asn 


Asp 


Gly 


Ser 


Leu 


Leu 


Leu 






50 










55 










60 












caa 


gat 


gtg 


caa 


gag 


get 


gac 


cag 


gga 


acc 


tat 


ate 


tgt 


gaa 


ate 


cgc 


301 


Gin 


Asp 


Val 


Gin 


Glu 


Ala 


Asp 


Gin 


Gly 


Thr 


Tyr 


He 


Cys 


Glu 


He 


Arg 




65 










70 










75 










80 




etc 


aaa 


ggg 


gag 


age 


cag 


gtg 


ttc 


aag 


aag 


gcg 


gtg 


gta 


ctg 


cat 


gtg 


349 


Leu 


Lys 


Gly 


Glu 


Ser 


Gin 


Val 


Phe 


Lys 


Lys 


Ala 


Val 


Val 


Leu 


His 


Val 












85 










90 










95 






ctt 


cca 


gag 


gag 


ccc 


aaa 


gag 


etc 


atg 


gtc 


cat 


gtg 


ggt 


gga 


ttg 


att 


397 


Leu 


Pro 


Glu 


Glu 


Pro 


Lys 


Glu 


Leu 


Met 


Val 


His 


Val 


Gly 


Gly 


Leu 


He 










100 










105 










110 








cag 


atg 


gga 


tgt 


gtt 


ttc 


cag 


age 


aca 


gaa 


gtg 


aaa 


cac 


gtg 


acc 


aag 


445 
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540 



Gin Met Gly Cys Val Phe Gin Ser Thr Glu Val Lys His Val Thr Lys 

115 120 125 

gta gaa tgg ata ttt tea gga egg cgc gca aag gta aca agg agg aaa 493 
Val Glu Trp lie Phe Ser Gly Arg Arg Ala Lys Val Thr Arg Arg Lys 

130 135 140 

cat cac tgt gtt aga gaa ggc tct ggc tgatggtatc aggacaaagg 
His His Cys Val Arg Glu Gly Ser Gly 
145 150 

tagaatcagg cacatgagga ggtgttgcaa gagectggge tttggtgctt atcagaactg 600 
gaccttctcc tagcaatttc agctttctgg tgggaaaggt aactccaatg aagaacaaga 660 
acaagaagat gatgatgatg cttaactttt tggatgeega tatgagattg tacatgtaaa 720 
gcattttgta taagacttgg cccctgcatt ttagtttcct tctttctccc ttttccttcg 780 
tatagagtcc atgggagaat gagggagatg atttttgtgg cccagccaag aaagcaatgg 84 0 
gctagacatt aaaatgatta cacttttatt cttactgggg ttagttctgt gagttttcat 900 
ctgtgcccca ttgccccatt tatgtgatgg agggaatttt catgggtact tcacgtgttg 960 
ggattgattg atcctggggg ccagggtgaa gggtatttta cgggacctct ataaagcagg 1020 
aagaagcaag tttattcttt agaccagtag ctctcaacca tgatgtggtc atatatttat 1080 
gggtcaacat gtgttgtggg gatatcccaa gtaacttgtt attaataaaa gttaagttgc 1140 
aaaaaaaaaa aaa 1153 



101 



<210> 75 

<211> 1517 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 21. .167 

<400> 75 

ctctgaaatg cttgtctttt atg ctg gna ggt gac cat agg get ctg ctt tta 53 

Met Leu Xaa Gly Asp His Arg Ala Leu Leu Leu 
15 10 
aag ata tgg ctg ctt caa agg cca gag tea cag gaa gga ctt ctt cca 
Lys He Trp Leu Leu Gin Arg Pro Glu Ser Gin Glu Gly Leu Leu Pro 

15 20 25 

ggg aga tta gtg gtg atg gag agg aga gtt aaa atg ace tea tgt cct 14 9 
Gly Arg Leu Val Val Met Glu Arg Arg Val Lys Met Thr Ser Cys Pro 

30 35 40 

tct tgt cca egg ttt tgt tgagttttca ctcttctaaz gcaagggtct 197 
Ser Cys Pro Arg Phe Cys 
45 

cacactgtga accacttagg atgtgatcac tttcaggtgg ccaggaatgt tgaatgtctt 257 

tggctcagtt catttaaaaa agatatctat ttgaaagttc tcagagttgt acatatgttt 317 

cacagtacag gatctgtaca taaaagtttc tttcctaaac cattcaccaa gagecaatat 377 

ctaggcattt tcttggtagc acaaattttc ttattgetta caaaattgtc ctccttgtta 437 

tttctgtttg taagacttaa gtgagttagg tctttaagga aagcaacget cctctgaaat 497 

gcttgtcttt tatgctggga ggtgaccata gggctctget zctaaagata tggctgette 557 

aaaggecaga gtcacaggaa ggacttcttc cagggagatt agtggtgatg gagaggagag 617 

ttaaaatgac ctcatgtcct tcttgtccac ggttttgttg agttttcact ettctaatge 677 

aagggtctca cactgtgaac cacttaggat gtgatcactt rcaggtggcc aggaatgttg 73 7 

aatgtctttg gctcagttca tttaaaaaag atatctattt caaagttctc agagttgtac 797 

atatgtttca cagtacagga tctgtacata aaagtttctt rcctaaacca ttcaccaaga 857 

gecaatatet aggcattttc ttggtagcac aaattttctt actgettaga aaattgtcct 917 

ccttgttatt tctgtttgta agacttaagt gagttaggtc trtaaggaaa gcaacgctcc 977 

tetgaaatge ttgtctttna tgctgggagg tgaccatagg getctgettt taaagatatg 1037 

getgettcaa aggecagagt cacaggaagg acttcttcca eggagattag tggtgatgga 1097 

gaggagagtt aaaatgacct catgtccttc ttgtccacgg zcttgttgag ttttcactct 1157 

tetaatgeaa gggtctcaca ctgtgaacca cttaggatgt gatcactttc aggtggccag 1217 

gaatgttgaa tgtctttggc tcagttcatt taaaaaagat arctatttga aagttctcag 1277 
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agttgtacat atgtttcaca gtacaggatc tgtacataaa agtttctttc ctaaaccatt 1337 

caccaagagc caatatctag gcattttctt ggtagcacaa attttcttat tgcttagaaa 13 97 

attgtcctcc ttgttatttc tgtttgtaag acttaagtga gttaggtctt taaggaaagc 1457 

aacgctcctc tgaaatgctt gtcttttatg ctgggaggtg accatagggc tctgctttta 1517 



<210> 76 

<211> 526 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 22. .318 

<221> sig_peptide 
<222> 22. .93 
<223> Von Heijne matrix 
score 4 . 6 

seq FFIFCSLNTLLLG/GV 

<221> polyA_signal 
<222> 497. .502 

<221> polyA_site 
<222> 516. .526 

<400> 76 



ctgcctgctg cttgctgcac c 


atg 


aag 


tct 


gec 


aag 


ctg 


gga 


ttt 


ctt eta 


51 














Met 


Lys 


Ser 


Ala 


Lys 
-20 


Leu 


Gly 


Phe 


Leu Leu 
-15 




aga 


ttc 


ttc 


ate 


ttc 


tgc 


tea 


ttg 


aat 


acc 


ctg 


tta 


ttg 


ggt 


ggt gtt 


99 


Arg 


Phe 


Phe 


He 


Phe 

-10 


Cys 


Ser 


Leu 


Asn 


Thr 
-5 


Leu 


Leu 


Leu 


Gly 


Gly Val 
1 




aat 


aaa 


att 


gcg 


gag 


aag 


ata 


tgt 


gga 


gac 


etc 


aaa 


gat 


ccc 


tgc aaa 


147 


Asn 


Lys 


He 


Ala 


Glu 


Lys 


He 


Cys Gly 


Asp 


Leu Lys 


Asp 


Pro 


Cys Lys 








5 










10 










15 








ttg 


gac 


atg 


aat 


ttt 


gga 


age 


tgc 


tat 


gaa 


gtt 


cac 


ttt 


aga 


tat ttc 


195 


Leu 


Asp 
20 


Met 


Asn 


Phe 


Gly 


ser 
25 


Cys 


Tyr 


Glu 


Val 


His 
30 


Phe 


Arg 


Tyr Phe 




tac 


aac 


aga 


acc 


tec 


aaa 


aga 


tgt 


gaa 


act 


ttt 


gtc 


ttc 


tec 


ggc tgt 


243 


Tyr 


Asn 


Arg 


Thr 


Ser 


Lys 


Arg 


Cys 


Glu 


Thr 


Phe 


Val 


Phe 


Ser 


Gly Cys 




35 










40 










45 








50 




aat 


ggc 


aac 


ctt 


aac 


aac 


ttc 


aag 


ctt 


aaa 


ata 


gaa 


cgt 


gaa 


gta gec 


2 91 


Asn 


Gly 


Asn 


Leu 


Asn 
55 


Asn 


Phe 


Lys 


Leu 


Lys 
60 


He 


Glu 


Arg 


Glu 


Val Ala 
65 




tgt 


gtt 


gca 


aaa 


tac 


aaa 


cca 


ccg 


agg 


tgagaggatg 


tgaactcatg 


338 


Cys 


Val 


Ala 


Lys 


Tyr 


Lys 


Pro 


Pro Arg 

















70 75 



aagttgtctg ctgcaccatc cgaaataaag acacaagaaa attcagactg attttgaaat 3 98 

ctttgtaata tttccataat gctttaagct tccatatgtt tgetatttte ctgaccctag 4 58 

ttttgtcttt cctggaaatt aactgtatga tcattagaat gaaagagtct ttctgtcaaa 518 

aaaaaaaa 526 



<210> 77 
<211> 352 
<212> DNA 

<213> Homo sapiens 
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<220> 
<22\> CDS 
<222> 8. .292 

<221> sig_peptide 
<222> 8. .118 
<223> Von Heijne matrix 
score 5.6 

seq WLLLDALLRLGDT/KK 

<221> polyA_signal 
<222> 317. .322 

<221> polyA_site 
<222> 339. .352 

<400> 77 



ctgagat 


atg 


gca 


agt 


ccc 


get 


gta 


aac 


agg 


tgg aaa agg 


cca agg 


ttg 


49 






Met 


Ala 


Ser 


Pro 


Ala 


Val 


Asn Arg 


Trp Lys Arg 


Pro Arg 


Leu 












-35 










-30 




-25 






aag 


ccg 


gtg 


tgg 


cca 


egg 


cgc 


ttg 


gaa 


tec 


tgg ttg ttg 


ctg gat 


get 


97 


Lys 


Pro 


Val 


Trp 


Pro 


Arg 


Arg 


Leu 


Glu 


Ser 


Trp Leu Leu 


Leu Asp 


Ala 










-20 










-15 






-10 






ctt 


ttg 


cga 


tta 


gga 


gat 


acc 


aaa 


aaa 


aag 


cga cag cct 


gaa gca 


gec 


145 


Leu 


Leu 


Arg 
-5 


Leu 


Gly 


Asp 


Thr Lys 
i 


Lys 


Lys 


Arg Gin Pro 
5 


Glu Ala 


Ala 




aca 


aaa 


tec 


tgt 


gtt 


aga 


age 


age 


tgt 


ggg 


ggt ccc agt 


gga gat 


ggg 


193 


Thr 


Lys 


Ser 


Cys 


Val 


Arg 


Ser 


Ser 


Cys 


Gly 


Gly Pro Ser 


Gly Asp Gly 




10 










15 










20 




25 




cct 


ccc 


cca 


tgc 


etc 


cag 


cag 


cct 


gac 


cct 


cgt gec ctg 


tct cag 


gcg 


241 


Pro 


Pro 


Pro 


Cys 


Leu 


Gin 


Gin 


Pro 


Asp 


Pro 


Arg Ala Leu 


Ser Gin 


Ala 












30 










35 




40 






ttc 


tct 


aga 


tec 


ttt 


cct 


ctg 


ttt 


ccc 


tct 


etc get ggc 


aaa agt 


atg 


289 


Phe 


Ser 


Arg 


Ser 


Phe 


Pro 


Leu 


Phe 


Pro 


Ser 


Leu Ala Gly 


Lys Ser 


Met 










45 










50 






55 







ate taattgaaac aagactgaag gatcaataaa cagccatctg ccccttcaaa 342 
He 

aaaaaaaaaa 352 



<210> 78 

<211> 542 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 16. .378 

<221> sig_peptide 
<222> 16. .84 
<223> Von Heijne matrix 
score 9.8 

seq FLLFFFLFLLTRG/SL 

<221> polyA_signal 
<222> 502. .507 

<221> polyA_site 
<222> 522. .542 
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<400> 78 

cacgacctgt gggcc atg atg eta ccc caa tgg ctg ctg ctg ctg ttc ctt 51 
Met Met Leu Pro Gin Trp Leu Leu Leu Leu Phe Leu 
-20 -15 
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caa 


acg 


cag 


gtg 


ttc 


243 


Cys 


Ala 


Glu 
40 


Lys 


Gly 


Ser 


Glu 


Gly 
45 


Ser 


Leu 


Cys 


Gin 


Thr 
50 


Gin 


Val 


Phe 
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caa 


tat 


aga 
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tgt 


ccc 


tgc 


ctg 


egg 


aac 


ctg 


act 


tgt 


ata 


291 


Phe 


Gly 


Gin 


Tyr 


Arg 


Ala 


Cys 


Pro 


Cys 


Leu 


Arg Asn 


Leu 


Thr 


Cys 


lie 
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age 


ate 


gee 
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tgt 


cag 
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Ala 


Tyr 


Gly 


Arg 


Cys 


Gin 
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85 




aaa 


a-tt 


gga 


agg 


cag 


aag 


ttg 


get 


aag 


aaa 


atg 


ttc 


ttc 


tagtgctccc 


388 


Lys 


lie 


Gly 


Arg 


Gin 
90 


Lys 


Leu 


Ala 


Lys 


Lys 
95 


Met 


Phe 


Phe 











tccttcttgc tgcctcctcc tcctccacct gctctcctcc ctacccagag ctctgtgttc 448 
accctgttcc ccagagcctc caccatgagt ggagggaagt ggggagtgat tgaaataaag 508 
agctttttca atgaaaaaaa aaaaaaaaaa aaaa 542 



<210> 79 

<211> 233 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 57 . .233 

<400> 79 

gcaaaaccaa aaccagcacc gatcccgaca tagatcagtg aegtcttttt cttcag atg 59 

Met 
1 

ate eta tgt ttc ctt ctt cct cat cat cgt ctt cag gaa gec aga cag 107 
lie Leu Cys Phe Leu Leu Pro His His Arg Leu Gin Glu Ala Arg Gin 

5 10 15 

att caa gta ttg aag atg ctg cca agg gaa aaa tta aga aga aga gaa 155 
lie Gin Val Leu Lys Met Leu Pro Arg Glu Lys Leu Arg Arg Arg Glu 

20 25 30 

gag aga aaa caa ata aat ggg aaa aaa gaa agg aca aaa tat gaa aca 203 
Glu Arg Lys Gin lie Asn Gly Lys Lys Glu Arg Thr Lys Tyr Glu Thr 

35 40 45 

cca aga aaa aga gaa gga aaa aaa aaa aaa 233 
Pro Arg Lys Arg Glu Gly Lys Lys Lys Lys 
50 55 



<210> 80 
<211> 660 
<212> DNA 
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<213> Homo sapiens 

<220> 
<221> CDS 
<222> 83. .340 

<221> sig_peptide 
<222> 83 . .124 
<223> Von Heijne matrix 
score 7.5 

aeq VALNLILVPCCAA/WC 

<221> polyA_signal 
<222> 573. .578 

<221> polyA_site 
<222> 607. .660 

<400> 80 

gaatttgtaa aacttctgct cgtttacact gcacattgaa tacaggtaac taattggaag 60 
gagaggggag atcactcttt tg atg gtg gcc ctg aac etc att ctg gtt ccc 112 

Met Val Ala Leu Asn Leu lie Leu Val Pro 
-10 -5 
tgc tgc get get tgg tgt gac cca egg agg ate cac tec cag gat gac 160 
Cys Cys Ala Ala Trp Cys Asp Pro Arg Arg lie His Ser Gin Asp Asp 

15 10 
gtg ccc cgt age tct get get gat act ggg tct gcg atg cag egg cgt 208 
Val Pro Arg Ser Ser Ala Ala Asp Thr Gly Ser Ala Met Gin Arg Arg 

15 20 25 

gag gcc tgg get ggt tgg aga agg tea caa ccc ttc tct gtt ggt ctg 256 
Glu Ala Trp Ala Gly Trp Arg Arg Ser Gin Pro Phe Ser Val Gly Leu 

30 35 40 

cct tct get gaa aga etc gag aac caa cca ggg aag ctg tec tgg agg 304 
Pro Ser Ala Glu Arg Leu Glu Asn Gin Pro Gly Lys Leu Ser Trp Arg 
45 50 55 60 

tec ctg gtc gga gag gga tat aga ate tgt gac etc tgacaactgt 350 
Ser Leu Val Gly Glu Gly Tyr Arg He Cys Asp Leu 

65 70 
gaagccaccc tgggctacag aaaccacagt cttcccagca attattacaa ttcttgaatt 410 
ccttggggat tttttactgc cctttcaaag cacttaagtg ttagatctaa cgtgttccag 470 
tgtctgtctg aggtgactta aaaaatcaga acaaaacttc tattatccag agtcatggga 53 0 
gagtacaccc tttccaggaa taatgttttg ggaaacactg aaatgaaatc ttcccagtat 590 
tataaattgt gtatttaaaa aaagaaactt ttctgaatgc ctacctggcg gtgtatacca 650 
ggcagtgtgc 660 



<210> 81 

<211> 605 

<212> DKA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 47. .541 

<221> sig_peptide 
<222> 47. .220 
<22 3> Von Heijne matrix 
score 5.4 

seq QLLDSVLWLGALG/LT 
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<221> polyA_site 
<222> 597. .605 



<400> 81 

aaagtgggag gagcactagg tcttcccgtc acctccacct ctctcc atg acc egg 55 

Met Thr Arg 
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tgg gee tgagagcccc tccccacaac tcagtgtcct tcaaatatac aatgaccacc 591 
Trp Ala 

cttcttcaaa aaaa 605 



<210> 82 

<211> 396 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 46. .285 

<221> sig_peptide 
<222> 46. .150 
<223> Von Heijne matrix 
score 3.6 

seq LEPGLSSSAACNG/KE 

<221> polyA_signal 
<222> 364 . .369 

<221> polyA_site 
<222> 385. .396 
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<400> 82 

cctctacagg aatcagactc agcctctttt ggttttcagt gaagt atg cct ttt caa 57 

Met Pro Phe Gin 
-35 

ttt gga acc cag cca agg agg ttt cca gtg gaa gga gga gat tct tea 105 
Phe Gly Thr Gin Pro Arg Arg Phe Pro Val Glu Gly Gly Asp Ser Ser 

-30 -25 -20 

att gag ctg gaa cct ggg ctg age tec agt get gec tgt aat ggg aag 153 
lie Glu Leu Glu Pro Gly Leu Ser Ser Ser Ala Ala Cys Asn Gly Lys 
-15 -10 -5 1 

gag atg tea cca acc agg caa etc egg agg tgc cct gga agt cat tgc 201 
Glu Met Ser Pro Thr Arg Gin Leu Arg Arg Cys Pro Gly Ser His Cys 

5 10 15 

ctg aca ata act gat gtt ccc gtc act gtt tat gca aca acg aga aag 249 
Leu Thr He Thr Asp Val Pro Val Thr Val Tyr Ala Thr Thr Arg Lys 

20 25 30 

cca cct gca caa age age aag gaa atg cat cct aaa tagcaccatt 295 
Pro Pro Ala Gin Ser Ser Lys Glu Met His Pro Lys 

35 40 45 

aagtcttttg tcaaggtctg actaggtcaa gggtaatgga ccagtatcat ctggtgatct 355 
ggtaaacaaa taaaagtggt ggcaccttca aaaaaaaaaa a 396 



<210> 83 

<211> 432 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 22. .240 

<22l> sig_ peptide 
<222> 22. .84 
<223> Von Heijne matrix 
score 12 

seq VLVLC VLLLQAQG / G Y 

<221> polyA_signal 
<222> 397. .402 

<221> polyA_site 
<222> 421. .432 

<400> 83 

gctcacgctc tggtcagagt t atg gca ccc 

Met Ala Pro 
-20 
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40 










45 





cag act ctg ctg cct gtc ctg 51 
Gin Thr Leu Leu Pro Val Leu 
-15 

cag gga gga tac cgt gac aag 99 
Gin Gly Gly Tyr Arg Asp Lys 

1 5 
gag aag cga ccc age ata gat 147 
Glu Lys Arg Pro Ser He Asp 
15 20 
caa aag tgt gaa aca aat aag 195 
Gin Lys Cys Glu Thr Asn Lys 
35 

att tgt atg age ate eta 240 
He Cys Met Ser He Leu 
50 
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tgagtgggag agtgggctgg gatgtgcatc ctgctccctg aacccttcca tccgagactg 3 00 

tgcccacatc cgaagcacaa ggacatcaaa tcatcagcac aagaacatca acaggaatgc 360 

caccctcccc agtgtctgaa ctccctgtcc ctgtcaaatg aaccagaaca aatgcccatg 420 

aaaaaaaaaa aa 432 



<210> 84 

<211> 420 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 89. .382 

<221> polyA_site 
<222> 408. .420 

<400> 84 

gcttgcctga cccccatgtc gcctctgtag gtagaagaag tatgtcttcc tggaccccct 60 
ggctggtgct gtaacaaaga cccatgtg atg ctg ggg gca gag aca gag gag 112 

Met Leu Gly Ala Glu Thr Glu Glu 
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90 95 
ccaccaaaaa aaaaaaaa 420 



<210> 85 

<211> 501 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 80. .415 

<221> sig_peptide 
<222> 80. .142 
<223> Von Heijne matrix 
score 5.4 

seq TFCL I FGLG AVWG / LG 



<221> polyA_signal 
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<222> 471. .476 

<22l> polyA_site 
<222> 488. .501 

<400> 85 

cccgcttgat tccaagaacc tcttcgatat ttatttttat ttttaaagag ggagacgatg 60 
gactgagctg atccgcacc atg gag tct egg gtc tta ctg aga aca ttc tgt 112 

Met Glu Ser Arg Val Leu Leu Arg Thr Phe Cys 
-20 -15 
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75 80 85 



cac ttg gat cac agg taaatgtggt tgctggagtt tcctgtgttt tcattatatg 455 
His Leu Asp His Arg 
90 

tggttaaatg aatatattaa agagaagtaa acaaaaaaaa aaaaaa 501 



<210> 86 

<211> 454 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 152. .361 

<221> sig__peptide 
<222> 152. .283 
<223> Von Heijne matrix 
score 4.7 

seq FLLSLSLITYCFW/DP 
<400> 86 

gacattttac ttttttctgt taaegcttae cctagaaatt agaaatgaca ccacgtattc 60 
ttagcgaagt ccagttttca gcattttgtc cttattggac aatagcaagg atattagaac 120 
gtgttggttc cgcgtgcttc cgtcttgagt t atg tgc tgc tat tgt egg ata 172 

Met Cys Cys Tyr Cys Arg He 
-40 

ttt tgt ctt aga tgt acg tac ttt cct gtt cat tgt ggt atg tgt aat 220 
Phe Cys Leu Arg Cys Thr Tyr Phe Pro Val His Cys Gly Met Cys Asn 

-35 -30 -25 

ttg cgt tac ttt gaa ttt tec acg ttt tta ctt tct ttg tct etc ate 268 
Leu Arg Tyr Phe Glu Phe Ser Thr Phe Leu Leu Ser Leu Ser Leu He 
-20 -15 -10 
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act tac tgc ttt tgg gac ccc ccc cat egg ggt tea cat tec etc tec 316 

Thr Tyr Cys Phe Trp Asp Pro Pro His Arg Gly Ser His Ser Leu Ser 

-5 1 5 10 

eta gag cac act ccc ttg gat ttc etc gag tgg ggt ctg ctg egg 361 

Leu Glu His Thr Pro Leu Asp Phe Leu Glu Trp Gly Leu Leu Arg 

15 20 25 

tgaagctttc ccattttatg tgcagattat tttcagaggg tatatagaat tcaggcagct 421 
gtttcgttgt agcacattaa aaatattttc ccc 454 



<210> 87 

<211> 1272 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 32. .307 

<221> sigjpeptide 
<222> 32 . .70 
<223> Von Heijne matrix 
score 4 . 2 

seq MLFSLSLLSNLNQ/IG 

<221> polyA_signal 
<222> 1240. .1245 

<221> polyA_site 
<222> 1261. .1272 

<40O> 87 

gtcaggttgc accgcccttt ggttcccgag c atg ctg ttt tct etc age ctt 52 

Met Leu Phe Ser Leu Ser Leu 
-10 

etc tec aac ctt aac caa ate ggc age age cac etc gac cgc cca cac 100 
Leu Ser Asn Leu Asn Gin He Gly Ser Ser His Leu Asp Arg Pro His 

-5 15 10 

att cct ggc caa tea get cag ctg ttt att tac caa atg tct tea caa 148 
He Pro Gly Gin Ser Ala Gin Leu Phe He Tyr Gin Met Ser Ser Gin 

15 20 25 

caa eta cag cag cag cct teg get aac aaa aaa gca gga aaa ate cac 196 
Gin Leu Gin Gin Gin Pro Ser Ala Asn Lys Lys Ala Gly Lys He His 

30 35 40 

aac acc ccc ttc gee aac caa eta aat cca acg caa cat ctg gca aaa 244 
Asn Thr Pro Phe Ala Asn Gin Leu Asn Pro Thr Gin His Leu Ala Lys 

45 50 55 

cct ttt cag caa att ctt cct ggc cgt cag tec ggc age etc acc tea 292 
Pro Phe Gin Gin He Leu Pro Gly Arg Gin Ser Gly Ser Leu Thr Ser 

60 65 70 

cca ttt eta get tgc tgaaacccaa aactaatctc caagaaggag aagcttctct 347 
Pro Phe Leu Ala Cys 
75 

cgcagccgga gcaggtccct ttctagagat aggagaagag agagatcget gtctegggag 4 07 
agaaatcaca agccgtcccg atccttctct aggtctegta gtcgatttag gtcaaatgaa 467 
aggaaataga agacagtttg caagagaagt ggtgtacagg aaattacttc atttgacagg 527 
agtatgtaca gaaaattcaa gttttgtttg agacttcata agcttggtgc atttttaaga 587 
tgttttagct gttcaaatct gtttgtctct tgaaacagtg acacaaaagt gtaattctct 647 
atggtttgaa atggatcata cgaggcatgt aataccaaga attgttactt tacaatgttc 707 
ccttaagcaa aattgaattt gctttgaact tttagttatg cacagactga taataaacct 767 
ctaaacctgc ecageggaag tgtgtttttt tttaaattta aatacagaaa caactggcaa 827 
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aaattgaact 
aacaagcagt 
actattaaat 
tggtatagaa 
ttgattgccg 
ttcaaaaatg 
aagatttttt 
tttggttaca 



aagatttact 
ctttaaaaac 
tagaggtttt 
tgttaagttt 
tatatggata 
tcctgccagt 
ttcatgctgt 
gattaaaaaa 



tttttttcca 
tgctgtgaaa 
tgaaaaatcc 
caagaaagtt 
catggctgtt 
ttaagggtac 
catttgtaat 
aaaaa 



tagctgggat 
cacaggccat 
aactctcatc 
tacctttgct 
cgtgacattc 
attgtagagc 
atgttttgtg 



ataggctgca 
cagggaaaac 
ctgggcagag 
ttaggtcgta 
tttatgtgca 
cgaactttga 
agaatccttg 



gctatagttg 
gaaatgctgc 
gttgcctagt 
agttccttat 
aatttgtgat 
gttactgtgc 
ggattaaagt 



887 
947 
1007 
1067 
1127 
1187 
1247 
1272 



<210> 88 

<211> 804 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 114 . .734 

<221> sig_peptide 
<222> 114. .239 
<223> Von Heijne matrix 
score 5 . 2 

seq LLFDLVCHEFCQS/DD 

<221> polyA_signal 
<222> 768. .773 

<221> polyA_site 
<222> 793. .804 



<400> 88 

ccaacaccag gaagagtctg aagagcagcc agtgtttcgg cttgtgccct gtatacttga 60 
agctgccaaa caagtacggt agttctgaaa atccagaatg gcttgatgtt tac atg 116 

Met 

cac att tta caa ctg ctt act aca gtg gat gat gga att caa gca att 164 
His lie Leu Gin Leu Leu Thr Thr Val Asp Asp Gly He Gin Ala He 

-40 -35 -30 

gta cat tgt cct gac act gga aaa gac att tgg aat tta ctt ttt gac 212 
Val His Cys Pro Asp Thr Gly Lys Asp He Trp Asn Leu Leu Phe Asp 
-25 -20 -15 -10 

ctg gtc tgc cat gaa ttc tgc cag tct gat gat cca ccc ate att ctt 260 
Leu Val Cys His Glu Phe Cys Gin Ser Asp Asp Pro Pro lie He Leu 

-5 15 
caa gaa cag aaa aca gtg eta gec tct gtt ttt tea gtg ttg tct gec 308 
Gin Glu Gin Lys Thr Val Leu Ala Ser Val Phe Ser Val Leu Ser Ala 

10 15 20 

ate tat gec tea cag act gag caa gag tat eta aag ata gaa aaa gta 356 
He Tyr Ala Ser Gin Thr Glu Gin Glu Tyr Leu Lys He Glu Lys Val 

25 30 35 

gat ctt cct eta att gac age etc att egg gtc tta caa aat atg gaa 404 
Asp Leu Pro Leu He Asp Ser Leu He Arg Val Leu Gin Asn Met Glu 
40 45 50 55 

cag tgt cag aaa aaa cca gag aac teg gca gag tct aac aca gag gaa 452 
Gin Cys Gin Lys Lys Pro Glu Asn Ser Ala Glu Ser Asn Thr Glu Glu 

60 65 70 

act aaa agg act gat tta acc caa gat gat etc cac ttg aaa ate tta 500 
Thr Lys Arg Thr Asp Leu Thr Gin Asp Asp Leu His Leu Lys He Leu 

75 80 85 

aag gat att tta tgt gaa ttt ctt tct aat att ttt cag gca tta aca 54 8 

Lys Asp He Leu Cys Glu Phe Leu Ser Asn He Phe Gin Ala Leu Thr 
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90 95 100 



aag 


gag 


acg 


gtg 


get 


cag 


gga 


gta 


aag 


gaa 


ggc 


cag 


ttg 


age 


aaa 


cag 


596 


Lys 


GlU 


Tnr 


val 


Ala 


Gin Gly Val 


Lys 


CjIU 


Gly Gin 


Leu 


Ser 


Lys 


XsXXi 






1 At 

1U3 










110 










115 












aag 


tgt 


tec 


tct 


gca 


ttt 


caa 


aac 


ctt 


ctt 


cct 


ttc 


tat 


age 


cct 


gtg 


644 


Lys 


Cys 


Ser 


Ser 


Ala 


Phe 


Gin 


Asn 


Leu 


Leu 


Pro 


Phe 


Tyr 


Ser 


Pro 


Val 




120 










125 










130 










135 




gtg 


gaa 


gat 


ttt 


att 


aaa 


ate 


eta 


cgt 


gaa 


gtt 


gat 


aag 


gcg 


ctt 


get 


692 


Val 


Glu 


Asp 


Phe 


He 
140 


Lys 


He 


Leu 


Arg 


Glu 
145 


Val 


Asp 


Lys 


Ala 


Leu 
150 


Ala 




gat 


gac 


ttg 


gaa 


aaa 


aac 


ttc 


cca 


agt 


ttg 


aag 


gtt 


cag 


act 






734 


Asp 


Asp 


Leu 


Glu 
155 


Lys 


Asn 


Phe 


Pro 


Ser 
160 


Leu 


Lys 


Val 


Gin 


Thr 
165 









taaaacctga attggaatta cttctgtaca agaaataaac tttatttttc tcactgacaa 794 
aaaaaaaaaa 804 



<210> 89 

<211> 802 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 199. .801 

<221> polyA_signal 
<222> 780. .785 

<221> polyA_site 
<222> 791. .802 



<400> 89 

agtcaccgcc tgcttcgcac tgagcctccc gactcagact ctgagtccag ctccgaagag 60 
gaagaggaat tcggtgtggt tggaaatege tetegctttg ccaagggaga ctatttacga 120 
tgetgeaaga tctgttatcc gctctgtggt tttgtcatcc ttgctgcctg tgttgtggcc 180 
tgtgttggct tggtgtgg atg cag gtt get etc aag gag gat ctg gat gee 231 

Met Gin Val Ala Leu Lys Glu Asp Leu Asp Ala 
15 10 
etc aag gaa aaa ttt cga aca atg gaa tct aat cag aaa age tea ttc 279 
Leu Lys Glu Lys Phe Arg Thr Met Glu Ser Asn Gin Lys Ser Ser Phe 

15 20 25 

caa gaa ate ccc aaa ctt aat gaa gaa eta etc age aag caa aaa caa 327 
Gin Glu He Pro Lys Leu Asn Glu Glu Leu Leu Ser Lys Gin Lys Gin 

30 35 40 

ctt gag aag att gaa tct gga gag atg ggt ttg aac aaa gtc tgg ata 375 
Leu Glu Lys He Glu Ser Gly Glu Met Gly Leu Asn Lys Val Trp He 

45 50 55 

aac ate aca gaa atg aat aag cag att tct ctg ttg act tct gca gtg 423 
Asn He Thr Glu Met Asn Lys Gin He Ser Leu Leu Thr Ser Ala Val 
60 65 70 75 

aac cac etc aaa gee aat gtt aag tea get gca gac ttg att age ctg 471 
Asn His Leu Lys Ala Asn Val Lys Ser Ala Ala Asp Leu He Ser Leu 

80 85 90 

cct ace act gta gag gga ctt cag aag agt gta get tec att ggc aat 519 
Pro Thr Thr Val Glu Gly Leu Gin Lys Ser Val Ala Ser He Gly Asn 

95 100 105 

act tta aac age gtc cat ctt get gtg gaa gca eta cag aaa act gtg 5 67 

Thr Leu Asn Ser Val His Leu Ala Val Glu Ala Leu Gin Lys Thr Val 

110 115 120 

gat gaa cauc aag aaa acg atg gaa tta ctg cag agt gat atg aat cag 615 
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Asp 


Pin 


flxb 


Lys 


Lys 


x nx. 




X.^ J 












L- 1— 


tta 


aag 




act 


ni o 






Lys 


Glu 


Thr 












145 


tea 


gec 


aca 




na a 
yoci 


ctt 


Cor 


III a 

Ala 


XI1X 


Ser 


Glu 


Leu 










160 




cag 


atg 


ggt 


gat 


aga 


tct 


Gin 


Met 


Gly 


Asp 


Arg 


Ser 








175 






gtc 


acc 


aac 


aga 


aca 


gat 


Val 


Thr 


Asn 


Arg 


Thr Asp 






190 









Met Glu Leu Leu Gin Ser 
130 135 
cct gga age aac cag ate 
Pro Gly Ser Asn Gin lie 
150 

gac aat aaa acc cac agt 
Asp Asn Lys Thr His Ser 
165 

gec act ctg aaa aga cag 
Ala Thr Leu Lys Arg Gin 
180 

aca gta aaa ate caa aaa 
Thr Val Lys lie Gin Lys 
195 



Asp Met Asn Gin 

att ccg tea cct 663 
lie Pro Ser Pro 
155 

gag aat ttg aaa 711 
Glu Asn Leu Lys 
170 

tct ttg gac caa 759 
Ser Leu Asp Gin 
185 

aaa aaa a 802 

Lys Lys 

200 



<210> 90 

<211> 1490 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 38. .1174 

<221> sig_peptide 
<222> 38. .148 
<223> Von Heijne matrix 
score 7 . 3 

seq LLSACLVTLWGLG/EP 

<221> polyA_signal 
<222> 1452. .1457 

<221> polyA_site 
<222> 1478. .1490 

<400> 90 

tcatcatcca gagcagecag tgtcegggag gcagaag atg ccc cac tec age ctg 

Met Pro His Ser Ser Leu 
-35 

cat cca tec ate ccg tgt ccc agg ggt cac ggg 
His Pro Ser He Pro Cys Pro Arg Gly His Gly 

-30 -25 
ttg gtt ctg ctg agt gec tgc ctg gtg acc ctt 
Leu Val Leu Leu Ser Ala Cys Leu Val Thr Leu 
-15 -10 -5 

cca cca gag cac act etc egg tac ctg gtc etc 
Pro Pro Glu His Thr Leu Arg Tyr Leu Val Leu 

5 10 
cag ctg gga ctg ctg tta aac ggg gtc tgc age 
Gin Leu Gly Leu Leu Leu Asn Gly Val Cys Ser 

20 25 
cgc cac ate cac tec agg tac egg ggc age tac 
Arg His He His Ser Arg Tyr Arg Gly Ser Tyr 

35 40 
gee tgc ctg ggc tgc ccc etc cgc cgt ggg gee 
Ala Cys Leu Gly Cys Pro Leu Arg Arg Gly Ala 
50 55 60 

ate tat ttc tac tac tec ere cca aat gcg gtc 
He Tyr Phe Tyr Tyr Ser Leu Pro Asn Ala Val 



gee cag aag gca gec 103 
Ala Gin Lys Ala Ala 
-20 

tgg ggg eta gga gag 151 
Trp Gly Leu Gly Glu 
1 

cac eta gec tec ctg 199 
His Leu Ala Ser Leu 
15 

ctg get gag gag ctg 247 
Leu Ala Glu Glu Leu 
30 

tgg agg act gtg egg 295 
Trp Arg Thr Val Arg 
45 

ctg ttg ctg ctg tec 343 
Leu Leu Leu Leu Ser 
65 

ggc ccg ccc ttc act 391 
Gly Pro Pro Phe Thr 
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70 










75 










80 






tgg atg 


ctt 


gee 


etc 


ctg 


ggc 


etc 


teg 


cag 


gca 


ctg 


aac 


ate 


etc 


ctg 


439 


Trp Met 


Leu 


Ala 
85 


Leu 


Leu 


Gly 


Leu 


Ser 
90 


Gin 


Ala 


Leu 


Asn 


He 
95 


Leu 


Leu 




ggc etc 


aag 


ggc 


ctg 


gee 


cca 


get 


gag 


ate 


tct 


gca 


gtg 


tgt 


gaa 


aaa 


487 


Gly Leu 


Lys 
100 


Gly 


Leu 


Ala 


Pro 


Ala 
105 


Glu 


He 


Ser 


Ala 


Val 
110 


Cys 


Glu 


Lys 




ggg aat 


ttc 


aac 


gtg 


gee 


cat 


ggg 


ctg 


gca 


tgg 


tea 


tat 


tac 


ate 


gga 


535 


Gly Asn 


Phe 


Asn 


Val 


Ala 


His 


Gly 


Leu 


Ala 


Trp 


Ser 


Tyr 


Tyr 


He 


Gly 




115 










120 










125 












tat ctg 


egg 


ctg 


ate 


ctg 


cca 


gag 


etc 


cag 


gee 


egg 


att 


cga 


act 


tac 


583 


Tyr Leu 


Arg 


Leu 


lie 


Leu 


Pro 


Glu 


Leu 


Gin 


Ala 


Arg 


He 


Arg Thr 


Tyr 




130 








135 










14 0 










145 




aat cag 


cat 


tac 


aac 


aac 


ctg 


eta 


egg 


ggt 


gca 


gtg 


age 


cag 


egg 


ctg 


631 


Asn Gin 


His 


Tyr 


Asn 


Asn 


Leu 


Leu 


Arg 


Gly 


Ala 


Val 


Ser 


Gin Arg 


Leu 










150 










155 










160 






tat att 


etc 


etc 


cca 


ttg 


gac 


tgt 


ggg 


gtg 


cct 


gat 


aac 


ctg 


agt 


atg 


679 


Tyr lie 


Leu 


Leu 


Pro 


Leu 


Asp 


Cys 


Gly 


Val 


Pro Asp Asn 


Leu 


Ser 


Met 








165 










170 










175 








get gac 


ccc 


aac 


att 


cgc 


ttc 


ctg 


gat 


aaa 


ctg 


ccc 


cag 


cag 


acc 


ggt 


727 


Ala Asp 


Pro 
180 


Asn 


lie 


Arg 


Phe 


Leu 
185 


Asp 


Lys 


Leu 


Pro 


Gin 
190 


Gin 


Thr 


Gly 




gac cgt 


get 


ggc 


ate 


aag 


gat 


egg 


gtt 


tac 


age 


aac 


age 


ate 


tat 


gag 


775 


Asp Arg 


Ala 


Gly 


lie 


Lys 


Asp 


Arg 


Val 


Tyr 


Ser 


Asn 


Ser 


He 


Tyr 


Glu 




195 










200 










205 












ctt ctg 


gag 


aac 


ggg 


cag 


egg 


gcg 


ggc 


acc 


tgt 


gtc 


ctg 


gag 


tac 


gee 


823 


Leu Leu 


Glu 


Asn 


Gly 


Gin 


Arg 


Ala 


Gly 


Thr 


Cys 


Val 


Leu 


Glu Tyr 


Ala 




210 








215 










220 










225 




acc ccc 


ttg 


cag 


act 


ttg 


ttt 


gee 


atg 


tea 


caa 


tac 


agt 


caa 


get 


ggc 


871 


Thr Pro 


Leu 


Gin 


Thr 


Leu 


Phe 


Ala 


Met 


Ser 


Gin Tyr 


Ser 


Gin 


Ala 


Gly 










230 










235 










240 






ttt age 


egg 


gag 


gat 


agg 


ctt 


gag 


cag 


gee 


aaa 


etc 


ttc 


tgc 


egg 


aca 


919 


Phe Ser 


Arg 


Glu 
245 


Asp 


Arg 


Leu 


Glu 


Gin 
250 


Ala 


Lys 


Leu 


Phe 


Cys 
255 


Arg 


Thr 




ctt gag 


gac 


ate 


ctg 


gca 


gat 


gee 


cct 


gag 


tct 


cag 


aac 


aac 


tgc 


cgc 


967 


Leu Glu 


Asp 
260 


lie 


Leu 


Ala 


Asp 


Ala 
265 


Pro 


Glu 


Ser 


Gin 


Asn 
270 


Asn 


Cys 


Arg 




etc att 


gee 


tac 


cag 


gaa 


cct 


gca 


gat 


gac 


age 


age 


ttc 


teg 


ctg 


tec 


1015 


Leu lie 


Ala 


Tyr 


Gin 


Glu 


Pro 


Ala 


Asp 


Asp 


Ser 


Ser 


Phe 


Ser 


Leu 


Ser 




275 










280 










285 












cag gag 


gtt 


etc 


egg 


cac 


ctg 


egg 


cag 


gag 


gaa 


aag 


gaa 


gag 


gtt 


acc 


1063 


Gin Glu 


Val 


Leu 


Arg 


His 


Leu 


Arg 


Gin 


Glu 


Glu Lys Glu 


Glu 


Val 


Thr 




290 








295 










300 
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gtg ggc 


age 


ttg 


aag 


acc 


tea 


gcg 


gtg 


ccc 


agt 


acc 


tec 


acg 


atg 


tec 


1111 


val Gly 


Ser 


Leu 


Lys 
310 


Thr 


Ser 


Ala 


Val 


Pro 
315 


Ser 


Thr 


Ser 


Thr 


Met 
320 


Ser 




caa gag 


cct 


gag 


etc 


etc 


etc 


agt 


gga 


atg 


gga 


aag 


ccc 


etc 


cct 


etc 


1159 


Gin Glu 


Pro 


Glu 


Leu 


Leu 


Leu 


Ser 


Gly 


Met 


Gly Lys 


Pro 


Leu 


Pro 


Leu 








325 










330 










335 









cgc acg gat ttc tct tgagacccag ggtcaccagg ccagagcctc cagtggtctc 1214 
Arg Thr Asp Phe Ser 
340 

caagcctctg gactgggggc tctcttcagt ggctgaatgt ccagcagagc tatttccttc 1274 

cacagggggc ettgeaggga agggtccagg acttgacatc ttaagatgcg tcttgtcccc 1334 

ttgggccagt catttcccct ctctgagcct cggtgtcttc aacctgtgaa atgggatcat 1394 

aatcactgcc ttacctccct cacggttgtt gtgaggactg agtgtgtgga agtttttcat 1454 

aaactttgga tgctagtgta cttaaaaaaa aaaaaa 1490 



<210> 91 
<211> 361 
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<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 26. .361 

<221> polyA_site 
<222> 350. .361 



<400> 91 



tcgagaagct gccccttagc caacc 
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ccg 


tct 
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cgc agt 


1 
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gac 
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cgc 
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Ser Asp 


Lys 
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Arg 


Leu 


Cys 


Tyr 
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tgt 


atg 


tct 
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Val 
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Ser 
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Thr 


Ser 
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Ser 


Ser 
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Ser 
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340 
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Ser 


Ala 


Phe Ser 


Pro 


Ala 


Ser 
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<210> 92 
<211> 605 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 3. .131 

<221> polyA_site 
<222> 591. .605 



<400> 92 

ca tec ctt ccc cag get tta tgg ttc cag ttc ttc tac cac tct gga 47 
Ser Leu Pro Gin Ala Leu Trp Phe Gin Phe Phe Tyr His Ser Gly 
15 10 15 

age tec cta gaa tct cct gga atg ctt aat gga cct ttc cag cac cga 95 

Ser Ser Leu Glu Ser Pro Gly Met Leu Asn Gly Pro Phe Gin His Arg 
20 25 30 

aat tea aga att atg act cat egg tea gca gaa aag tgaggatacc 141 

Asn Ser Arg lie Met Thr His Arg Ser Ala Glu Lys 
35 40 

ttttcctaac ctacctgctt cccctgcagt ttcctcacaa tcttactctt tatattttag 201 

catatgtagc ttctcaggat gttaattctg ttctctctgt gttggtgtct gagcacccag 261 
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aaggtagagc caggggcact tataaaccag gagcattatt tgacaggcac ttaagaaaga 321 

cactggctac gtaatcccag cactttggga ggctgaggcg gatggatcac atgaggtcag 381 

gagttcgaga ccagcctggc cagcatggtg aaaccctgtc tctactaaaa atacaaaaat 441 

tagctgggtg tggttgcaca cgcctgtaat cccagctacc tgggaggctg aggcaggaga 501 

atcgcttgaa cttgggaggc ggaggttgca gtgagcctag attttgccat tgcactccag 561 

cctgggtgac aagggcgaaa ctccatccca aaaaaaaaaa aaaa 605 



<210> 93 

<211> 591 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 33 . .185 



<221> sigjpeptide 
<222> 33 . .80 
<223> Von Heijne matrix 
score 3 . 7 

seq IALTLIPSMLSRA/AG 

<221> polyA_signal 
<222> 570. .575 

<221> polyA_site 
<222> 586. .591 



<400> 93 

caatcttctc agcttataac cgtctttccc tt atg eta agg ata gec ctt aca 53 

Met Leu Arg lie Ala Leu Thr 
-15 -10 
etc ate cca tct atg ctg tea agg get get ggt tgg tgc tgg tac aag 101 
Leu He Pro Ser Met Leu Ser Arg Ala Ala Gly Trp Cys Trp Tyr Lys 

-5 15 
gag ccc act cag cag ttt tct tac ctt tgc ctg ccc tgc ctt tea tgg 149 
Glu Pro Thr Gin Gin Phe Ser Tyr Leu Cys Leu Pro Cys Leu Ser Trp 

10 15 20 

aat aag aaa ggc aac gtt ttg cag ctt cca aat ttc tgaagaaact 195 
Asn Lys Lys Gly Asn Val Leu Gin Leu Pro Asn Phe 

25 30 35 

aatctcagat tggcagttaa agtcaaaatg ttgecaaata tttattcctt ttgcctaagt 255 
ttggctaccc ggttcaattg ctttttattt ttaatgtctt gactcttcag agttcgtacc 315 
tcaaaagaac aatgagaaca tttgctttgc tttctgctga atccctaatc tcaacaatct 375 
atacctggac tgtccagttc tcctcctgtg ctatcttctc ttctatccaa gtagaatgta 435 
tgecaggage tccttccctc tagcaatttc tactaaaatg tccaagtaga atgtttcctt 495 
ttacaatcaa attactgtat ttattaattt gctagaatcc agtaaatcat tttggtagct 555 
ctggctgtgc tatcaataaa aagatgaaag caaaaa 591 



<210> 94 

<211> 1150 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 184.. 915 
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<221> sig_peptide 
<222> 184 . .237 
<223> Von Heijne matrix 
score 3.5 

seq LLGLELSEAEAIG/AD 

<221> polyA_signal 
<222> 1119.. 1124 

<221> polyA_site 
<222> 1139. .1150 

<400> 94 



cggatttgac gatggtgttc ggtcttgaat ggaaatgtag tcttaggcca gtcttaggtt 60 
tttgaacagg atagtaggta tccggagtcg attgagggcc agagcaggca ctggggttcg 120 
gatcctgggc aaagtttccc acgttgaggg tctcgaggac gcctagatct ctttcccagg 180 
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ggg aga acc gcc tgg tgatgggggg cccccagcag ctgtatcatc tagaegctta 
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Gly Arg Thr Ala Trp 
225 

tatcccgccg cagatcaact ctcatgagag caaggcagcc ttccaccgga agagaaagca 1015 

attaatggtg gccatgccgc ttctgccggt gccttcttga tcagggtgtc tccttgtgct 1075 

tctgagatgt ggagaagagg ctgctggctt ccctaaaagt tgaaataaaa gatttttgcc 1135 

tttaaaaaaa aaaaa 1150 



<210> 95 

<211> 1513 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 58. .1116 

<221> sig_peptide 
<222> 58. .159 
<223> Von Heijne matrix 
score 4 
~ seq I AVLYLHLYDVFG / DP 

<221> polyA_signal 
<222> 1486. .1491 

<221> polyA_site 
<222> 1504 . .1513 

<400> 95 

ctgactcctg agttctcaca acgcttgacc aataagattc gggagcttct tcagcaa 57 
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tat gaa tgg tac cag gaa tat tat gta ggg get get cat ggc ctg get 585 
Tyr Glu Trp Tyr Gin Glu Tyr Tyr Val Gly Ala Ala His Gly Leu Ala 

130 135 140 

gga att tat tac tac ctg atg cag ccc age ctt caa gtg age caa ggg 633 
Gly lie Tyr Tyr Tyr Leu Met Gin Pro Ser Leu Gin Val Ser Gin Gly 

145 150 155 

aag tta cat agt ttg gtc aag ccc agt gta gac tac gtc tgc cag ctg 681 
Lys Leu His Ser Leu Val Lys Pro Ser Val Asp Tyr Val Cys Gin Leu 

160 165 170 

aaa ttc cct tct ggc aat tac cct cca tgt ata ggt gat aat cga gat 729 
Lys Phe Pro Ser Gly Asn Tyr Pro Pro Cys lie Gly Asp Asn Arg Asp 
175 180 185 190 

ctg ctt gtc cat tgg tgc cat ggc gec cct ggg gta ate tac atg etc 777 
Leu Leu Val His Trp Cys His Gly Ala Pro Gly Val He Tyr Met Leu 

195 200 205 

ate cag gec tat aag gta ttc aga gag gaa aag tat etc tgt gat gec 825 
He Gin Ala Tyr Lys Val Phe Arg Glu Glu Lys Tyr Leu Cys Asp Ala 

210 215 220 

tat cag tgt get gat gtg ate tgg caa tat ggg ttg ctg aag aag gga 873 
Tyr Gin Cys Ala Asp Val He Trp Gin Tyr Gly Leu Leu Lys Lys Gly 

225 230 235 

tat ggg ctg tgc cac ggt tct gca ggg aat gec rat gec ttc ctg aca 921 
Tyr Gly Leu Cys His Gly Ser Ala Gly Asn Ala Tyr Ala Phe Leu Thr 

240 245 250 

etc tac aac etc aca cag gac atg aag tac ctg tat agg gec tgt aag 969 
Leu Tyr Asn Leu Thr Gin Asp Met Lys Tyr Leu Tyr Arg Ala Cys Lys 
255 260 265 270 

ttt get gaa tgg tgc tta gag tat gga gaa cat gga tgc aga aca cca 1017 
Phe Ala Glu Trp Cys Leu Glu Tyr Gly Glu His Gly Cys Arg Thr Pro 

275 280 285 

gac acc cct ttc tct etc ttt gaa gga atg get ggg aca ata tat ttc 1065 
Asp Thr Pro Phe Ser Leu Phe Glu Gly Met Ala Gly Thr He Tyr Phe 

290 295 300 

ctg get gac ctg eta gtc ccc aca aaa gec agg ttc cct gca ttt gaa 1113 
Leu Ala Asp Leu Leu Val Pro Thr Lys Ala Arg Phe Pro Ala Phe Glu 

305 310 315 

etc tgaaaggata gcatgccacc tgcaactcac tgcatgaccc tttctgtata 1166 
Leu 

ttcaaaccca agctaagtgc ttccgttgct ttccaaggaa acaaagagtc aaactgtgga 1226 
cttgattttg ttagcttttt tcagaattta tctttcattc agttcccttc cattatcatt 1286 
tacttttact tagaagtatc caaggaagtc ttttaacttt aatttccatt tcttcctaaa 1346 
gggagagtga gtgatatgta cagtgttttg agattgtata catatattcc agaacttgga 14 06 
ggaaatctta tttaagttta tgaatataac catctgttac tgttctaaaa atgtttaaaa 1466 
gaaactcaat acagataaag ataaatatgt gactattaaa aaaaaaa 1513 



<210> 96 

<211> 417 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 327. .416 

<221> polyA_site 
<222> 404. .417 

<400> 96 

tgttttgasg tgttggcatt ettegctgat ttggctgttc ccaatgttta cattatttaa 60 
tettgeaaaa atggttctgt gcacttggat gtgaaatget gtccagtttt atttttttta 120 
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tgttgttatc cttggatgta caaaaaattc agaaaatgat ctctgtagat attctgtttt 180 
attttggtca tctttagaag ttatcaggaa tgtgtttaaa acaagaagag aacttttcta 240 
aggaatgata catagaaaag attttatttt aaaatgagtt gtaaagcttg tgtttctttg 300 
ttgctgcaag ctatctgccc aagtta atg caa atg gac aca ttt ttt atg tea 353 

Met Gin Met Asp Thr Phe Phe Met Ser 

1 5 

gaa aaa cac aca cac aca cac aca cat ata cac aca cac aca cga aaa 401 
Glu Lys His Thr His Thr His Thr His lie His Thr His Thr Arg Lys 
10 15 20 25 

aca aaa aaa aaa aaa a 
Thr Lys Lys Lys Lys 
30 



417 



<210> 97 
<211> 603 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 63. .398 

<221> sig_peptide 
<222> 63. .206 
<223> Von Heijne matrix 
score 4 . 9 

seq PSLAAGLLFGSLA/GL 
<400> 97 

ggggectteg tgagaccggt geaggectgg ggtagtctcc tgtctggaca gagaagagaa 60 
aa atg cag gac act ggc tea gta gtg cct ttg cat tgg ttt ggc ttt 107 
Met Gin Asp Thr Gly Ser Val Val Pro Leu His Trp Phe Gly Phe 
-45 -40 -35 

ggc tac gca gca ctg gtt get tct ggt ggg ate att ggc tat gta aaa 155 
Gly Tyr Ala Ala Leu Val Ala Ser Gly Gly lie lie Gly Tyr Val Lys 

-30 -25 -20 

gca ggc age gtg ccg tec ctg get gca ggg ctg etc ttt ggc agt eta 
Ala Gly Ser Val Pro Ser Leu Ala Ala Gly Leu Leu Phe Gly Ser Leu 

-15 -10 -5 

gee ggc ctg ggt get tac cag ctg tct cag gat cca agg aac gtt tgg 251 
Ala Gly Leu Gly Ala Tyr Gin Leu Ser Gin Asp Pro Arg Asn Val Trp 

15 io 15 

gtt ttc eta get aca tct ggt ace ttg get ggc att atg gga atg agg 
Val Phe Leu Ala Thr Ser Gly Thr Leu Ala Gly lie Met Gly Met Arg 

20 25 30 

ttc tac cac tct gga aaa ttc atg cct gca ggt tta att gca ggt gee 347 
Phe Tyr His Ser Gly Lys Phe Met Pro Ala Gly Leu lie Ala Gly Ala 

35 40 45 

agt ttg ctg atg gtc gee aaa gtt gga gtt agt atg ttc aac aga ccc 395 
Ser Leu Leu Met Val Ala Lys Val Gly Val Ser Met Phe Asn Arg Pro 

50 55 60 

cat tagcagaagt catgttccag cttagactga tgaagaatta aaaatctgea 44 8 

His 

tcttccacta ttttcaatat attaagagaa ataagtgcag catttttgea tctgacattt 508 
tacctaaaaa aaaagacacc aaacttggca gagaggtgga aaatcagtca tgattacaaa 568 
cctacagagg tggegagtat gtaacacaag agctt 



203 



299 



603 



<210> 98 
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<211> 522 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 2. .163 

<221> polyA_signal 
<222> 488. .493 



<221> polyA_site 
<222> 511. .522 



<400> 98 

c gag att gcg ggc tat ggc gcc gaa ggt ttt teg tea gta ctg gga tat 4 9 
Glu He Ala Gly Tyr Gly Ala Glu Gly Phe Ser Ser Val Leu Gly Tyr 
! 5 10 15 

ccc cga tgg cac cga ttg cca ccg caa age eta cag cac cac cag tat 97 
Pro Arg Trp His Arg Leu Pro Pro Gin Ser Leu Gin His His Gin Tyr 

20 25 30 

tgc cag cgt cgc tgg cct gac cgc cgc tgc eta cag agt cac act caa 145 
Cys Gin Arg Arg Trp Pro Asp Arg Arg Cys Leu Gin Ser His Thr Gin 

35 40 45 

tec tec ggg cac ctt cct nntgaaggag tggctaaggt tggacaatac 193 
Ser Ser Gly His Leu Pro 
50 

acgttcactg cagctgetgt eggggcegtg tttggcctca ccacctgcat cagcgcccat 253 
gtccgegaga agcccgacga ccccctgaac tacttccccg gtggctgcgc enggaggect 313 
gactctggga gcacgcacgc acaactaegg gattggegee gccgcctgcg tgtactttgg 373 
catagcggcc tccctggtca agatgggccg gctggagggc tgggaggtgt ttgeaaaace 433 
caaggtgtga gccctgtgcc tgccgggacc tccagcctgc agaatgegtc cagaaataaa 493 
ttctgtgtct gtgtgtgaaa aaaaaaaaa 522 



<210> 99 

<211> 956 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 13 . .465 



<221> sig_peptide 
<222> 13. .75 
<223> Von Heijne matrix 
score 3 . 9 

seq PVAVTAAVAPVLS/IN 



<400> 99 

ngagtcggga aa atg get gcg agt acn ten atg gnc ccg gtg get gtg acg 
Met Ala Ala Ser Thr Ser Met Xaa Pro Val Ala Val Thr 
-20 -15 "10 

gcg gca gtg gcg cct gtc ctg tec ata aac age gat ttc tea gat ttg 
Ala Ala Val Ala Pro Val Leu Ser He Asn Ser Asp Phe Ser Asp Leu 

-5 1 5 

egg gaa att aaa aag caa ctg ctg ctt att gcg ggc ctt acc egg gag 
Arg Glu lie Lys Lys Gin Leu Leu Leu He Ala Gly Leu Thr Arg Glu 

10 15 20 

c 99 ggc eta eta cac agt age aaa tgg teg gcg gag ttg get ttc tct 
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Lys 


Cys 


His 


Ser 


Ala 


Phe 


Ser 


Glu 


Thr 


Ser 


lie 


Phe 




105 










110 










115 










120 




aga 


acc 


aat 


gga 


aaa 


gtt 


aaa 


tct 


ttt 


aaa 


tagcttagca gtgggccact 


485 


Arg 


Thr 


Asn 


Gly 


Lys 
125 


Val 


Lys 


Ser 


Phe 


Lys 
130 

















gaatgaatgt actttataca tagcaataat aaaaaaaaga tatcataaat aaagttaaaa 545 

aggatggtag agaagaaaat attcttagga atgactaaca ggataagtaa caacctgatt 605 

atttatttac tttaggttat ataaggttct teatgectgt gaattaatat tattgtgtaa 665 

gaattaagtt aaaaagcctg ggctgacttt taaatttata aattcattta tcatgtttat 725 

agtatattta ttgtttttct ttcatggcta ttaaaaagta tgactgtaaa ggacaatgea 785 

agnaaaccaa cttaatactg tattgaataa taagtacaat ttattatttt actttgaaac 845 

attatgaatt tactttccta ctttttctta gttgttatct atataaattg attaaaaaaa 905 

cattttatgt acntnncatt tcctagtaca ggttgagtat cccttatttg a 956 



<210> 100 

<211> 1041 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 20. .703 

<221> sig_peptide 
<222> 20. .94 
<223> Von Heijne matrix 
score 3.9 

seq ATVGLLMLG VTLP / NS 

<22l> polyA_signal 
<222> 1000. .1005 

<221> polyA_site 
<222> 1023. . 1041 

<400> 100 

cagggtcctg catcctacc atg teg atg get gtg gaa acc ttt ggc ttc ttc 52 

Met Ser Met Ala Val Glu Thr Phe Gly Phe Phe 
-25 -20 -15 

atg gea act gtg ggg ctg ctg atg ctg ggg gtg act ctg cca aac age 100 
Met Ala Thr Val Gly Leu Leu Met Leu Gly Val Thr Leu Pro Asn Ser 

-10 -5 1 

tac tgg cga gtg tec act gtg cac ggg aac gtc ate acc acc aac acc 14 8 

Tyr Trp Arg Val Ser Thr Val His Gly Asn Val lie Thr Thr Asn Thr 
5 10 15 
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ate ttc gag aac etc tgg ttt age tgt gcc acc gac tec ctg ggc gtc 196 

He Phe Glu Asn Leu Trp Phe Ser Cys Ala Thr Asp Ser Leu Gly Val 

20 25 30 

tac aac tgc tgg gag ttc ccg tec atg ctg gcc etc tct ggg tat att 244 

Tyr Asn Cys Trp Glu Phe Pro Ser Met Leu Ala Leu Ser Gly Tyr He 

35 40 45 50 

cag gcc tgc egg gea etc atg ate acc gcc ate etc ctg ggc ttc etc 292 

Gin Ala Cys Arg Ala Leu Met He Thr Ala He Leu Leu Gly Phe Leu 

55 60 65 

ggc etc ttg eta ggc ata gcg ggc ctg cgc tgc acc aac att ggg ggc 34 0 

Gly Leu Leu Leu Gly He Ala Gly Leu Arg Cys Thr Asn He Gly Gly 

70 75 80 

ctg gag etc tec agg aaa gcc aag ctg gcg gcc acc gea ggg gcc cec 388 

Leu Glu Leu Ser Arg Lys Ala Lys Leu Ala Ala Thr Ala Gly Ala Pro 

85 90 95 

cac att ctg gcc ggt ate tgc ggg atg gtg gcc ate tec tgg tac gcc 436 

His He Leu Ala Gly He Cys Gly Met Val Ala He Ser Trp Tyr Ala 

100 105 110 

ttc aac ate acc egg gac ttc ttc gac cec ttg tac cec gga acc aag 484 

Phe Asn He Thr Arg Asp Phe Phe Asp Pro Leu Tyr Pro Gly Thr Lys 

115 120 125 130 

tac gag ctg ggc cec gcc etc tac ctg ggg tgg age gcc tea ctg ate 532 

Tyr Glu Leu Gly Pro Ala Leu Tyr Leu Gly Trp Ser Ala Ser Leu He 

135 140 145 

tec ate ctg ggt ggc etc tgc etc tgc tec gcc tgc tgc tgc ggc tct 580 

Ser He Leu Gly Gly Leu Cys Leu Cys Ser Ala Cys Cys Cys Gly Ser 

150 155 160 

gac gag gac cca gcc gcc age gcc egg egg cec tac cag get cca gtg 628 

Asp Glu Asp Pro Ala Ala Ser Ala Arg Arg Pro Tyr Gin Ala Pro Val 

165 170 175 

tec gtg atg cec gtc gcc acc teg gac caa gaa ggc gac age age ttt 676 

Ser Val Met Pro Val Ala Thr Ser Asp Gin Glu Gly Asp Ser Ser Phe 

180 185 190 

ggc aaa tac ggc aga aac gcc tac gtg tagcagctct ggcccgtggg 723 
Gly Lys Tyr Gly Arg Asn Ala Tyr Val 
195 200 

ccccgctgtc ttcccactgc cccaaggaga ggggacctgg ccggggccca ttcccctata 783 

gtaacctcag gggccggcca cgccccgctc ccgtagcccc gccccggcca cggccccgtg 843 

tcttgcactc tcatggcccc tccaggccaa gaactgetet tgggaagtcg catatctccc 903 

ctctgaggct ggatccctca tcttctgacc ctgggttctg ggctgtgaag gggacggtgt 963 

ccccgcacgt ttgtattgtg tataaataca ttcattaata aatgeatatt gtgaccgtta 1023 

aaaaaaaaaa aaaaaaaa 1041 



<210> 101 
<211> 558 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 103.. 294 

<221> sigjpeptide . 
<222> 103. .243 
<223> Von Heijne matrix 
score 5.9 

seq TWLGLLSFQNLHC/FP 
<400> 10i 

ttcccatggrt ttagaagcat aacctgtaat gtaatgcaag tcccctaact ccctggttgc 60 
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taacattaac ttccttaagt aataatcaat gaaagaaatt ct atg cat ggt ttt 114 

Met His Gly Pile 
-45 



gaa ata 


ata 


tec 


ttg 


aaa 


gag 


gaa 


tea 


cca 


tta 


gga 


aag gtg 


agt 


cag 


162 


Glu He 


He 


Ser 


Leu 


Lys 


Glu 


Glu 


Ser 


Pro 


Leu Gly Lys Val 


Ser 


Gin 








-40 










-35 








-30 








ggt cct 


ttg 


ttt 


aat 


gtg 


act 


agt 


ggc 


tea 


tea 


tea 


,cca gtg 


acc 


tgg 


210 


Gly Pro 


Leu 
-25 


Phe 


Asn 


Val 


Thr 


Ser 
-20 


Gly 


Ser 


Ser 


Ser 


Pro Val 
-15 


Thr 


Trp 




ttg ggc 


eta 


etc 


tec 


ttc 


cag 


aac 


ctg 


cat 


tgc 


ttc 


cca gac 


etc 


ccc 


258 


Leu Gly Leu 


Leu 


Ser 


Phe 


Gin 


Asn 


Leu 


His 


Cys 


Phe 


Pro Asp 


Leu 


Pro 




-10 










-5 










1 






5 




act gag 


atg 


cct 


eta 


aga 


gec 


aaa 


gga 


gtc 


aac 


act 


tgagectagg 




304 


Thr Glu 


Met 


Pro 


Leu 


Arg 


Ala 


Lys 


Gly 


Val 


Asn 


Thr 











10 15 



gtgggctaca acaaaagatt ctaatttacc ttgettcate taggtccagg ccccaagtag 3 64 

ettgetgaag gaacttaaaa agtagctgtt atttattgta ttgtataagc taaaaacatt 424 

tatttttgtt gaatcgaaac aattccatgt agcaatcttt tttctgttca cggtgtttgt 484 

gatagaacct taaattcege aagcatcagt tttttgaaaa aatgggaatt gaeeggatag 544 

taacaggcaa agtt 558 



<210> 102 
<211> 730 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 81. .518 

<221> sig_peptide 
<222> 81. .173 
<223> Von Heijne matrix 
score 3 . 9 

seq ILFHGVFYAGGFA/IV 
<400> 102 

ctcgtcatgc tctttgtagc gtggtgcttc tgttgctcac aggacaactt gectttgatg 60 
attttcaaga gagttgtgct atg atg tgg caa aag tat gca gga age agg egg 113 

Met Met Trp Gin Lys Tyr Ala Gly Ser Arg Arg 
-30 -25 
tea atg cct ctg gga gca agg ate ctt ttc cac ggt gtg ttc tat gec 161 
Ser Met Pro Leu Gly Ala Arg He Leu Phe His Gly Val Phe Tyr Ala 
-20 -15 -10 -5 

ggg ggc ttt gee att gtg tat tac etc att caa aag ttt cat tec agg 209 
Gly Gly Phe Ala He Val Tyr Tyr Leu lie Gin Lys Phe His Ser Arg 

15 10 
get tta tat tac aag ttg gca gtg gag cag ctg cag age cat ccc gag 257 
Ala Leu Tyr Tyr Lys Leu Ala Val Glu Gin Leu Gin Ser His Pro Glu 

15 20 25 

gca cag gaa get ctg ggc cct cct etc aac ate cat tat etc aag etc 3 05 

Ala Gin Glu Ala Leu Gly Pro Pro Leu Asn lie His Tyr Leu Lys Leu 

30 35 40 

ate gac agg gaa aac ttc gtg gac att gtt gat gee aag ttg aag att 353 
He Asp Arg Glu Asn Phe Val Asp lie Val Asp Ala Lys Leu Lys He 
45 50 55 60 

cct gtc tct gga tec aaa tea gag ggc ctt etc tac gtc cac tea tec 4 01 

Pro Val Ser Gly Ser Lys Ser Glu Gly Leu Leu Tyr Val His Ser Ser 

65 70 75 

a 9* ggt ggc ccc ttt cag agg tgg cac ctt gac gag gtc ttt tta gag 449 
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Arg Gly Gly Pro Phe Gin Arg Trp His Leu Asp Glu Val Phe Leu Glu 

80 85 90 

etc aag gat ggt cag cag att cct gtg ttc aag etc agt ggg gaa aac 497 
Leu Lys Asp Gly Gin Gin lie Pro Val Phe Lys Leu Ser Gly Glu Asn 

95 100 105 

ggt gat gaa gtg aaa aag gag tagagacgac ccagaagacc cagcttgett 548 
Gly Asp Glu Val Lys Lys Glu 
110 115 
ctagtccatc cttccctcat ctctaccata tggccactgg ggtggtggcc catctcagtg 608 
acagacactc ctgcaaccca gttttccagc caccagtggg atgatggtat gtgccagcac 668 
atggtaattt tggtgtaatt ctaacttggg cacaacgaat gctatttgtc atttttaaac 728 
tg 730 



<210> 103 
<211> 1098 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 66. .326 

<221> polyA_signal 
<222> 1066. .1071 

<221> polyA_site 
<222> 1087. .1098 

<400> 103 

ctccctttga atgagagaaa ctaacccgct tccgaagccc ctgaaagaca ctgctccttc 60 

ctctc atg gag ttg get ccg aca gec cgt ctg cca cca ggc cat ggt tec 110 

Met Glu Leu Ala Pro Thr Ala Arg Leu Pro Pro Gly His Gly Ser 





1 








5 








10 








15 




ttg 


ccc 


cat 


ggt 


gtc 


ctg 


gga 


ccc 


aga gca 


aca gga 


tct 


gtc 


acc 


cac 


158 


Leu 


Pro 


His 


Gly 


Val 


Leu 


Gly 


Pro 


Arg Ala 


Thr Gly 


Ser 


Val 


Thr 


His 












20 








25 








30 






etc 


tct 


ctt 


etc 


ccc 


cag 


ate 


aag 


caa cgt 


gec tea 


gag 


get 


ttg 


ccc 


206 


Leu 


Ser 


Leu 


Leu 


Pro 


Gin 


lie 


Lys 


Gin Arg 


Ala Ser 


Glu 


Ala 


Leu 


Pro 










35 










40 






45 








gaa 


ttg 


ctt 


cgt 


cct 


gtc 


acc 


ccc 


ate acc 


aat ttt 


gag 


ggc 


age 


cag 


254 


Glu 


Leu 


Leu 


Arg 


Pro 


Val 


Thr 


Pro 


He Thr 


Asn Phe 


Glu 


Gly 


Ser 


Gin 








50 










55 






60 










tct 


cag 


gac 


cac 


agt 


gga 


ate 


ttt 


ggc ctg 


gta aca 


aac 


ctg 


gaa 


gag 


302 


Ser 


Gin 


Asp 


His 


Ser 


Gly 


He 


Phe 


Gly Leu 


Val Thr 


Asn 


Leu 


Glu 


Glu 






65 










70 






75 












ctg 


gag 


gtg 


gac 


gat 


tgg 


gag 


ttc 


tgagcctctg caaactgtgc gcattctcca 


356 


Leu 


Glu 


Val 


Asp 


Asp 


Trp 


Glu 


Phe 

















80 85 

gecagggatg cagaggccac ccagaggccc ttcctgaggg ccggccacat 

ctgggcagat tgggtagaaa ggacattctt ccaggaaagt tgactgctgg 

aagaaaatcc tggagagata cttcactgct ccaaggcttt tgagacacaa 

acaaccaggg atcaggaggg tccaaagccg acattcccag tcctgtgagc 

tcctccgcag aagagagatg ctgctctggc cctgggagct gaattccaag 

ggctccttaa acccgaggac cgccacctct tcccagtgct tgcgaccagc 

ttaactttgc tetcagatge etcagatget ataggtcagt gaaagggega 

gcctgcctcc cttccctcag acctctccct cataattcca gagaagggca 

tttaagcaca gactaaggct ggaacagtcc atccttatcc ctcttctggc 

acacctaagt ctttcccacg gtttatgtgt gtgectcatt cctttcccac 

tcttagcgcc tcctgccagc tgccctggtg ctttctccaa gggccatcag 

agcttgaggg cttaagtcct tatgctgtgt tagtttcgtt gtcagaacaa 



tcccgccctc 416 

ctgattggga 476 

gggaatctca 536 

tcaggtgacc 596 

cccagggttt 656 

ctcattctac 716 

gtagtaagct 776 

tttctgtctt 836 

ttgggccctg 896 

caagaatcca 956 

tgtcttgect 1016 

attaaaattt 1076 
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tcagagacgc aaaaaaaaaa aa 1098 



<210> 104 
<211> 346 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 170. .289 

<221> sigjpeptide 
<222> 170. .250 
<223> Von Heijne matrix 
score 0 . 6 

seq LTLLLITPSPSPL/LF 
<400> 104 

ccatttgagc cccaccacgg aggttatgtg gtcccaaaag gaatgatggc caagcaatta 60 
atttttcctc ctagttctta gcttgcttct gcattgattg gctttacaca actggcattt 120 
agtctgcatt acacaaatag acactaattt atttggaaca agcagcaaa atg aga act 178 

Met Arg Thr 
-25 

tta ttt ggt gca gtc agg get cca ttt agt tec etc act ctg ctt eta 226 
Leu Phe Gly Ala Val Arg Ala Pro Phe Ser Ser Leu Thr Leu Leu Leu 

-20 -15 -10 

ate acc cct tct ccc age cct ctt eta ttt gat- aga ggt ctg tec etc 274 
lie Thr Pro Ser Pro Ser Pro Leu Leu Phe Asp Arg Gly Leu Ser Leu 

-5 15 
aga tea gca atg tct tagcccctct cctctcttcc attccttcct gttggtactc 329 
Arg Ser Ala Met Ser 
10 

atttcttcta actttta 346 



<210> 


105 


<211> 


685 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


36. .497 


<221> 


polyA_signal 


<222> 


650. .655 


<221> 


polyA_site 


<222> 


663. .685 


<400> 


105 



aagttctgcg ctggtcggcg gagtagcaag tggee atg ggg age etc age ggt 53 

Met Gly Ser Leu Ser Gly 
1 5 

ctg cgc ctg gca gca gga age tgt ttt agg tta tgt gaa aga gat gtt 101 
Leu Arg Leu Ala Ala Gly Ser Cys Phe Arg Leu Cys Glu Arg Asp Val 

10 15 20 

tec tea tct eta agg ctt acc aga age tct gat ttg aag aga ata aat 149 
Ser Ser Ser Leu Arg Leu Thr Arg Ser Ser Asp Leu Lys Arg lie Asn 
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25 










30 










35 












ttt 


tgc 


aca 


aaa 


cca 


cag 


gaa 


agt 


ccc 


gga 


get 


cca 


tec 


cgc 


act 


197 


Gly 


Phe 


Cys 


Thr 


Lys 


Pro 


Gin 


Glu 


Ser 


Pro 


Gly Ala 


Pro 


Ser Arg 


Thr 






40 










45 










50 












tac 


aac 


aga 


gtg 


cct 


tta 


cac 


aaa 


cct 


acg 


gat 


tgg 


cag 


aaa 


aag 


ate 


245 


Tyr 


Asn 


Arg 


Val 


Pro 


Leu 


His 


Lys 


Pro 


Thr 


Asp 


Trp 


Gin 


Lys 


Lys 


He 




55 










60 










65 










70 




etc 


ata 


tgg 


tea 


ggt 


cgc 


ttc 


aaa 


aag 


gaa 


gat 


gaa 


ate 


cca 


gag 


act 


293 


Leu 


lie 


Trp 


Ser Gly Arg 


Phe 


Lys 


Lys 


Glu 


Asp 


Glu 


He 


Pro 


Glu 


Thr 












75 










80 










85 






gtc 


teg 


ttg 


gag 


atg 


ctt 


gat 


get 


gca 


aag 


aae 


aag 


atg 


cga 


gtg 


aag 


341 


Val 


Ser 


Leu 


Glu 


Met 


Leu 


Asp 


Ala 


Ala 


Lys 


Asn 


Lys 


Met 


Arg Val 


Lys 










90 










95 










100 








age 


age 


tat 


eta 


atg 


att 


gee 


ctg 


acg 


gtg 


gta 


gga 


tgc 


ate 


ttc 


atg 


389 


Ser 


Ser 


Tyr 
105 


Leu 


Met 


He 


Ala 


Leu 
110 


Thr 


Val 


Val 


Gly 


Cys 
115 


He 


Phe 


Met 




gtt 


att 


gag 


.ggc 


aag 


aag 


get 


gee 


caa 


aga 


cac 


gag 


act 


tta 


aca 


age 


437 


Val 


lie 
120 


Glu 


Gly 


Lys 


Lys 


Ala 
125 


Ala 


Gin 


Arg 


His 


Glu 
130 


Thr 


Leu 


Thr 


Ser 




ttg 


aae 


tta 


gaa 


aag 


aaa 


get 


cgt 


ctg 


aaa 


gag 


gaa 


gca 


get 


atg 


aag 


485 


Leu 


Asn 


Leu 


GlU 


Lys 


Lys 


Ala Arg 


Leu 


Lys 


Glu 


Glu 


Ala 


Ala 


Met 


Lys 





135 140 145 150 

gee aaa aca gag tagcagaggt atccgtgttg gctggatttt gaaaatccag 537 

Ala Lys Thr Glu 

gaattatgtt ataaegtgee tgtattaaaa aggatgtggt atgaggatcc atttcataaa 597 

gtatgatttg cccaaacctg taccatttcc gtatttctgc cgtagaagta gaaataaatt 657 

ttcttaaaaa aaaaaaaaaa aaaaaaaa 685 



<210> 106 

<211> 554 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 18. .320 

<221> polyA_signal 
<222> 539. .544 

<221> polyA_site 
<222> 542. .554 

<400> 106 

aacegtegtg gggaagg atg gtg tgc gaa aaa tgt gaa aag aaa ctt ggt 50 
Met Val Cys Glu Lys Cys Glu Lys Lys Leu Gly 
15 10 



act 


gtt 


ate 


act 


cca 


gat 


aca 


tgg 


aaa 


gat 


ggt 


get 


agg 


aat 


ace 


aca 


98 


Thr 


Val 


He 


Thr 


Pro Asp 


Thr 


Trp 


Lys 


Asp 


Gly 


Ala 


Arg 


Asn 


Thr 


Thr 










15 










20 










25 








gaa 


agt 


ggt 


gga 


aga 


aag 


ctg 


aat 


aaa 


aat 


aaa 


get 


ttg 


act 


tea 


aaa 


14 6 


Glu 


Ser 


Gly 


Gly 


Arg 


Lys 


Leu 


Asn 


Lys 


Asn 


Lys 


Ala 


Leu 


Thr 


Ser 


Lys 








30 










35 










40 










aaa 


gca 


aga 


ttt 


gat 


cca 


tat 


gga 


aag 


aat 


aag 


ttc 


tec 


act 


tgt 


aga 


194 


Lys 


Ala 


Arg 


Phe 


Asp 


Pro 


Tyr 


Gly 


Lys 


Asn 


Lys 


Phe 


Ser 


Thr 


Cys 


Arg 
















50 










55 












att 


tgt 


aaa 


agt 


tct 


gtg 


cac 


caa 


cca 


ggt 


tct 


cat 


tac 


tgc 


cag 


ggc 


242 


He 


Cys 


Lys 


Ser 


Ser 


Val 


His 


Gin 


Pro 


Gly 


Ser 


His 


Tyr 


Cys 


Gin 


Gly 




60 










65 










70 










75 




tgc gec 


tac 


aaa 


aaa 


ggc 


ate 


tgt 


gcg 


atg 


tgt 


ggn 


aaa 


aaa 


gtt 


ttg 


290 
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Cys Ala Tyr Lys Lys Gly lie Cys Ala Met Cys Gly Lys Lys Val Leu 

80 85 90 

gat acc aaa aac tac aag caa aca tct gtc tagatgtatt gatggaattt 
Asp Thr Lys Asn Tyr Lys Gin Thr Ser Val 

95 100 
ctggctttct aaatgatttt actttctgcc ttgaattttc aaggcataga tgtcaactta 
cagaataaca tgttttaaga taattaagtt taaaccagag aatttgattg ttactcattt 
tgctctcatg ttctaaacag caacagtgta actagtcttt tgttgtaaat ggttattttc 52 0 
cttataagaa ttttaagaac taaaaaaaaa aaaa 554 



340 



400 
460 



<210> 107 

<211> 1678 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 71. .1438 

<221> sigjpeptide 
<222> 71. .136 
<223> Von Heijne matrix 
score 3.5 

seg AAPVAAGLGPVIS/RP 

<221> polyA_signal 
<222> 1644. .1649 

<221> polyA_site 
<222> 1665. .1678 

<400> 107 

ccgacttcca gaggagcgct gtgcacgtgg agaagagcgg ggactcggcg accctgccct 60 
cccgaccctc atg ttc gaa gag cct gag tgg gcc gag gcg gcc cca gta 109 
Met Phe Glu Glu Pro Glu Trp Ala Glu Ala Ala Pro Val 













20 










15 










10 




gcc 


gcg 


ggc 


ctt 


ggg 


ccc 


gta 


ate 


tea 


cga 


cct 


ccg 


cct 


gcg 


gcc 


tec 


157 


Ala 


Ala 


Gly 


Leu 


Gly 


Pro 


Val 


lie 


Ser 


Arg 
1 


Pro 


Pro 


Pro 


Ala 
5 


Ala 


Ser 




teg 


caa 


aac 


aag 


-5 

ggc 


tec 


aag 


cgc 


cgc 


cag 


etc 


ttg 


gcc 


aca 


tta 


egg 


205 


Ser 


Gin 


Asn 


Lys 


Gly 


Ser 


Lys 


Arg 


Arg 


Gin 


Leu 


Leu 


Ala 


Thr 


Leu 


Arg 








10 










15 










20 










gcc 


eta 


gag 


gca 


gca 


tct 


ctt 


tec 


cag 


cat 


ccc 


ccc 


age 


eta 


tgt 


ata 


253 


Ala 


Leu 


Glu 


Ala 


Ala 


Ser 


Leu 


Ser 


Gin 


His 


Pro 


Pro 


Ser 


Leu 


Cys 


He 






25 










30 










35 












agt 


gac 


tct 


gag 


gag 


gag 


gag 


gag 


gaa 


agg 


aag 


aag 


aaa 


tgc 


ccc 


aaa 


301 


Ser Asp 


Ser 


Glu 


Glu 


Glu 


Glu 


Glu 


Glu 


Arg 


Lys 


Lys 


Lys 


Cys 


Pro 


Lys 




40 










45 










50 










55 




aag 


gca 


tea 


ttt 


gcc 


agt 


gcc 


tct 


get 


gaa 


gta 


ggg 


aag 


aaa 


ggg 


aag 


349 


Lys Ala 


Ser 


Phe 


Ala 


Ser 


Ala 


Ser 


Ala 


Glu 


Val 


Gly 


Lys 


Lys 


Gly 


Lys 












60 










65 










70 






aag 


aaa 


tgt 


caa 


aaa 


cag 


ggc 


cca 


cct 


tgc 


agt 


gac 


tct 


gag 


gaa 


gaa 


397 


Lys 


Lys 


Cys 


Gin 


Lys 


Gin 


Gly 


Pro 


Pro 


Cys 


Ser 


Asp 


Ser 


Glu 


Glu 


Glu 










75 










80 










85 








gta gaa 


agg 


aag 


aag 


aaa 


tgc 


cac 


aaa 


cag 


get 


ctt 


gtt 


ggc 


agt 


gac 


445 


Val 


Glu 


Arg 


Lys 


Lys 


Lys 


Cys 


His 


Lys 


Gin 


Ala 


Leu 


Val 


Gly 


Ser 


Asp 








90 










95 










100 










tct 


get 


gaa 


gat 


gag 


aaa 


aga 


aag 


agg 


aaa 


tgc 


cag 


aaa 


cat 


gcc 


cct 


493 


Ser 


Ala 




Asp 


Glu 


Lys 


Arg 


Lys 


Arg 


Lys 


Cys 


Gin 


Lys 


His 


Ala 


Pro 






105 










110 










115 
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ata 


aat 


tea 


gcc 


cag 


cac 


ctg 


gac 


aat 


gtt 


gac 


caa 


aca 


ggt 


ccc 


aaa 


541 


He 


Asn 


Ser 


Ala 


Gin 


His 


Leu 


Asp 


Asn 


Val 


Asp 


Gin 


Thr 


Gly 


Pro 


Lys 




120 










125 










130 










135 




gcc 


tgg 


aag 


ggt 


agt 


act 


aca 


aat 


gat 


cca 


cca 


aag 


caa 


age 


cct 


ggg 


589 


Ala 


Trp 


Lys 


Gly 


Ser 


Thr 


Thr 


Asn 


Asp 


Pro 


Pro 


Lys 


Gin 


Ser 


Pro 


Gly 












140 










145 










150 






tec 


act 


tec 


cct 


aaa 


ccc 


cct 


cat 


aca 


tta 


age 


cgc 


aag 


cag 


tgg 


egg 


637 


Ser 


Thr 


Ser 


Pro 


Lys 


Pro 


Pro 


His 


Thr 


Leu 


Ser 


Arg 


Lys 


Gin 


Trp 


Arg 










155 










160 










165 








aac 


egg 


caa 


aag 


aat 


aag 


aga 


aga 


tgt 


aag 


aac 


aag 


ttt 


cag 


cca 


cct 


685 


Asn Arg 


Gin 


Lys 


Asn 


Lys 


Arg 


Arg 


Cys 


Lys 


Asn 


Lys 


Phe 


Gin 


Pro 


Pro 








170 










175 










180 










cag 


gtg 


cca 


gac 


cag 


gcc 


cca 


get 


gag 


gcc 


ccc 


aca 


gag 


aag 


aca 


gag 


733 


Gin 


Val 


Pro 


Asp 


Gin 


Ala 


Pro 


Ala 


Glu 


Ala 


Pro 


Thr 


Glu 


Lys 


Thr 


Glu 






185 










190 










195 












gtg 


tct 


cct 


gtt 


ccc 


agg 


aca 


gac 


age 


cat 


ggg 


get 


egg 


gca 


ggg 


get 


781 


Val 


Ser 


Pro 


val 


Pro 


Arg 


Thr 


Asp 


Ser 


His 


Gly 


Ala 


Arg 


Ala 


Gly 


Ala 




200 










205 










210 










215 




ttg 


cga 


gcc 


cgc 


atg 


gca 


cag 


egg 


ctg 


gat 


ggg 


gcc 


cga 


ttt 


cgc 


tac 


829 


Leu Arg 


Ala 


Arg 


Met 


Ala 


Gin 


Arg 


Leu 


Asp 


Gly 


Ala 


Arg 


Phe 


Arg 


Tyr 












220 










225 










230 






etc 


aat 


gaa 


cag 


ttg 


tac 


tea 


ggg 


ccc 


age 


agt 


get 


gca 


cag 


cgt 


etc 


877 


Leu 


Asn 


Glu 


Gin 


Leu 


Tyr 


Ser 


Gly 


Pro 


Ser 


Ser 


Ala 


Ala 


Gin 


Arg 


Leu 










235 










240 










245 








ttc 


cag 


gaa 


gac 


cct 


gag 


get 


ttt 


ctt 


etc 


tac 


cac 


cgc 


ggc 


ttc 


cag 


925 


Phe 


Gin 


Glu 


Asp 


Pro 


Glu 


Ala 


Phe 


Leu 


Leu 


Tyr 


His 


Arg 


Gly 


Phe 


Gin 








250 










255 










260 










age 


caa 


gtg 


aag 


aag 


tgg 


cca 


ctg 


cag 


cca 


gtg 


gac 


cgc 


ate 


gcc 


agg 


973 


Ser 


Gin 


Val 


Lys 


Lys 


Trp 


Pro 


Leu 


Gin 


Pro 


Val 


Asp 


Arg 


He 


Ala 


Arg 






265 










270 










275 












gat 


ctt 


cgc 


cag 


egg 


cct 


gca 


tec 


eta 


gtg 


gtg 


get 


gac 


ttc 


ggc 


tgt 


1021 


Asp 


Leu 


Arg 


Gin 


Arg 


Pro 


Ala 


Ser 


Leu 


val 


Val 


Ala 


Asp 


Phe 


Gly 


Cys 




280 










285 










290 










295 




999 


gat 


tgc 


cgc 


ttg 


get 


tea 


agt 


ate 


egg 


aac 


cct 


gtg 


cat 


tgc 


ttt 


1069 


Gly Asp 


Cys 


Arg 


Leu 


Ala 


Ser 


Ser 


He 


Arg 


Asn 


Pro 


Val 


His 


Cys 


Phe 












300 










305 










310 






gac 


ttg 


get 


tct 


ctg 


gac 


cct 


agg 


gtc 


act 


gtg 


tgt 


gac 


atg 


gcc 


cag 


1117 


Asp 


Leu 


Ala 


Ser 


Leu 


Asp 


Pro 


Arg 


Val 


Thr 


Val 


Cys 


Asp 


Met 


Ala 


Gin 










315 










320 










325 








gtt 


cct 


ttg 


gag 


gat 


gag 


tct 


gtg 


gat 


gtg 


get 


gtg 


ttt 


tgc 


ctt 


tea 


1165 


Val 


Pro 


Leu 


Glu 


Asp 


Glu 


Ser 


Val 


Asp 


Val 


Ala 


Val 


Phe 


Cys 


Leu 


Ser 








330 










335 










340 










ctg 


atg 


gga 


acc 


aac 


ate 


agg 


gac 


ttc 


eta 


gag 


gag 


gca 


aat 


aga 


gta 


1213 


Leu 


Met 


Gly 


Thr 


Asn 


He 


Arg 


Asp 


Phe 


Leu 


Glu 


Glu 


Ala 


Asn 


Arg 


Val 






345 










350 










355 












ctg 


aag 


cca 


ggg 


ggt 


etc 


ctg 


aaa 


gtg 


get 


gag 


gtc 


age 


age 


cgc 


ttt 


1261 


Leu 


Lys 


Pro 


Gly 


Gly 


Leu 


Leu 


Lys 


Val 


Ala 


Glu 


Val 


Ser 


Ser 


Arg 


Phe 




360 










365 










370 










375 




gag 


gat 


gtt 


cga 


acc 


ttt 


ctg 


egg 


get 


gtg 


acc 


aag 


eta 


ggc 


ttc 


aag 


1309 


Glu 


Asp 


Val 


Arg 


Thr 


Phe 


Leu 


Arg 


Ala 


Val 


Thr 


Lys 


Leu 


Gly 


Phe 


Lys 












380 










385 










390 






att 


gtc 


tec 


aag 


gac 


ctg 


acc 


aac 


age 


cat 


ttc 


ttc 


ttg 


ttt 


gat 


ttc 


1357 


He 


Val 


Ser 


Lys 


Asp 


Leu 


Thr 


Asn 


Ser 


His 


Phe 


Phe 


Leu 


Phe 


Asp 


Phe 










395 










400 










405 








caa 


aag 


act 


ggg 


ccc 


cct 


ctg 


gta 


ggg 


ccc 


aag 


get 


cag 


ctt 


tea 


ggc 


1405 


Gin 


Lys 


Thr 


Gly 


Pro 


Pro 


Leu 


Val 


Gly 


Pro 


Lys 


Ala 


Gin 


Leu 


Ser 


Gly 








410 










415 










420 










ctg 


cag 


ctt 


cag 


cca 


tgt 


etc 


tac 


aag 


cgc 


agg 


tgacctctgg atcttccttg 


1458 


Leu 


Gin 


Leu 


Gin 


Pro 


Cys 


Leu 


Tyr 


Lys 


Arg 


Arg 















425 430 
agaggggagg cagatctcaa actccaggct cagaactgtg aagactgttt ccggcctggc 1518 
tgtgagccaa gacctggttc ctggtggacc ctgaggacaa agtgtgataa aacctctggc 1578 
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tcagacttgc tctactgaag gcttcttggt tataagatgc ataaagtcac tggggctagc 1638 
taaacaataa agagtttatt gtgaggaaaa aaaaaaaaaa 1678 



<210> 108 
<211> 494 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 25. .318 

<221> sigjpeptide 
<222> 25. .75 
<223> Von Heijne matrix 
score 7.4 

seq FFLLLQFFLRIDG/VL 

<221> polyA_signal 
<222> 452. .457 

<221> polyA_site 
<222> 482. .494 

<400> 108 

aggctgagtg tgaagattag agta atg cct tct age ttt ttc ctg ctg ttg 51 

Met Pro Ser Ser Phe Phe Leu Leu Leu 
-15 -10 
cag ttt ttc ttg aga att gat ggg gtg ctt ate aga atg aat gac acg 99 
Gin Phe Phe Leu Arg He Asp Gly Val Leu He Arg Met Asn Asp Thr 

-5 15 
aga ctt tac cat gag get gac aag acc tac atg tta cga gaa tat acg 147 
Arg Leu Tyr His Glu Ala Asp Lys Thr Tyr Met Leu Arg Glu Tyr Thr 

10 15 20 

tea cga gaa age aaa att tct agt ttg atg cat gtt cca cct tec etc 195 
Ser Arg Glu Ser Lys He Ser Ser Leu Met His Val Pro Pro Ser Leu 
25 30 35 40 

ttc acg gaa cct aat gaa ata tec cag tat tta cca ata aag gaa gca 243 
Phe Thr Glu Pro Asn Glu He Ser Gin Tyr Leu Pro He Lys Glu Ala 

45 50 55 

gtt tgt gag aag eta ata ttt cca gaa aga att gat cct aac cca gca 291 
Val Cys Glu Lys Leu lie Phe Pro Glu Arg He Asp Pro Asn Pro Ala 

60 65 70 

gac tea caa aaa agt aca caa gtg gaa taaaatgtga tacaacatat 33 8 

Asp Ser Gin Lys Ser Thr Gin Val Glu 

75 80 
actcactatg gaatctgact ggacaccttg gctatttgta aggggttatt tttattatga 398 
gaattaattg ccttgtttat gtacagattt tetgtagect taaaggaaaa aaaaataaag 458 
atcgttacag gcaggtttca ctcaaaaaaa aaaaac 494 



<210> 109 
<211> 714 
<212> DNA 

c213> Homo sapiens 

<220> 
<221> CDS 
<222> 84. .332 
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<221> sig_peptide 
<222> 84. .170 
<223> Von Heijne matrix 
score 5.2 

seq PCYYLGLFQRALA/SV 

<221> polyA_site 
<222> 702. .714 

<400> 109 

cctatctctt ctgctggctg ggctcaatgc cgcgggtgag cgttcggccg aggctgctcc 60 
tacccttgag tgatgtgcct tga atg acg ctg ctt tea ttc get get ttc acg 113 

Met Thr Leu Leu Ser Phe Ala Ala Phe Thr 
-25 -20 



get 


get 


ttc 


tec 


gtc 


etc 


ccc 


tgt 


tac 


tac 


ctt 


ggg 


ctg ttt 


cag 


egg 


161 


Ala 


Ala 


Phe .Ser 


Val 


Leu 


Pro 


Cys 


Tyr 


Tyr 


Leu 


Gly 


Leu Phe 


Gin 


Arg 












-15 










-10 








-5 






gcg 


etc 


gcg 


teg 


gtc 


ttc 


gac 


cca 


ctt 


tgc 


gtt 


tgt 


tea cgt 


gtg 


etc 


209 


Ala 


Leu 


Ala 


Ser 
1 


Val 


Phe 


Asp 


Pro 
5 


Leu 


Cys 


Val 


Cys 


Ser Arg 
10 


Val 


Leu 




ccg 


aca 


cct 


gta 


tgt 


acc 


ttg 


gtc 


gca 


aca 


caa 


gee 


gaa aaa 


ata 


tta 


257 


Pro 


Thr 
15 


Pro 


Val 


Cys 


Thr 


Leu 
20 


Val 


Ala 


Thr 


Gin 


Ala 
25 


Glu Lys 


lie 


Leu 




gag 


aat 


999 


ccc 


tgt 


cca 


acc 


aag 


gag 


gcg 


gee 


cag 


ctt gtc 


ggg 


aag 


305 


Glu 


Asn 


Gly 


Pro 


Cys 


Pro 


Thr 


Lys 


Glu 


Ala 


Ala 


Gin 


Leu Val 


Gly 


Lys 




30 










35 










40 








45 




ggc 


age 


gtt 


tec 


gee 


aga 


aat 


get 


teg 


tgaaaggcac ttgagggacc 




352 


Gly Ser 


Val 


Ser 


Ala 
50 


Arg 


Asn 


Ala 


Ser 

















ttagcagcat cctcaacagg ccttgtaggg aatgccagaa gaagcagtcc ttggccgggc 412 

ggggtggctc atgcctgtgg tcccagcact ttgggaggcc ggggcgggcg gatcacctga 472 

ggtegggagg tccagaccag cctgaccgac atggagaaac cccgtctnta ctagaaatac 532 

aaaactagee gggtgtggtg gcgcatgcct gtagtcccag etacteggga gggtgaggca 592 

ggagacgttc ttgaaccegg gaggeggagt ttgtggtgag ccgagatcgc gccattgcac 652 

tccagcctgg geatgecaag agegaaaetc cgtctcaaaa aaaaaaaaga aaaaaaaaaa 712 

aa 714 



<210> 110 

<211> 805 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 32. .718 

<221> sig_peptide 
<222> 32. .100 
<223> Von Heijne matrix 
score 7.4 

seq VLLLAALPP VLLP / GA 

<221> polyA_signal 
<222> 770. .775 

<221> polyA_ site 
<222> 793 . . 805 



<400> 11U 



WO 99/31236 



-85- 



PCT/IB98/02122 



cctctttcag cccgggatcg ccccagcagg g atg ggc gac aag ate tgg ctg 

Met Gly Asp Lys He Trp Leu 
.20 



ccc 


ttc ccc gtg 


etc 


ctt 


ctg gec 


get 


eta 


cct 


ccg 


ata 
y ^-y 


ctcr 


CtQ 


cct 


100 


Pro 


Phe Pro Val 
-15 


Leu 


Leu 


Leu 
-10 


Ala 


Ala 


Leu 


Pro 


Pro 

-5 


Val 


Leu 


Leu 


Pro 




ggg 


gcg gec ggc 


ttc 


aca 


cct 


tec 


etc 


gat 


age 


gac 


ttc 


acc 


ttt 


acc 


148 


Gly Ala Ala Gly Phe Thr 


Pro 


Ser 


Leu 


Asp 


Ser Asp 


Phe 


Thr 


Phe 


Thr 




1 




5 










10 










15 






ctt 


ccc gec ggc 


cag 


aag 


gag 


tgc 


ttc 


tac 


cag 


ccc 


atg 


ccc 


ctg 


aag 


196 


Leu 


Pro Ala Gly Gin Lys 


Glu Cys 


Phe 


lyr 


Gin 


Pro 


Met 


Pro 


Leu 


Lys 






20 










25 










30 








gec 


teg ctg gag 


ate 


gag 


tac 


caa 


gtt 


lid 


gat 


gga 


gca 


gga 


tta 


gat 


244 


Ala 


Ser Leu Glu 


He 


Glu 


Tyr Gin Val 




Asp Gly Ala 


Gly Leu Asp 






35 








40 










45 










att 


gat ttc cat 


ctt 


gec 


tct 


cca 


gaa 


acre 


aaa 


acc 


tta 


gtt 


ttt 


gaa 


292 


He Asp Phe His 


Leu 


Ala 


Ser 


Pro 




w x y 


Lys 


Thr 


Leu 


Val 


Phe 


Glu 






50 






55 










60 












caa 


aga aaa tea 


gat 


gga 


gtt 


cac 


~, _ 4_ 
act 


gta 


gag 


act 


gaa 


gtt 


ggt 


gat 


340 


Gin Arg Lys Ser Asp Gly 


Val 


His 


inr 


Val 


Glu 


Thr 


Glu 


Val 


Gly Asp 




65 






70 










75 










80 




tac 


atg ttc tgc 


ttt 


gac 


aat 


aca 


ttc 


age 


acc 


att 


tct 


gag 


aag 


gtg 


388 


Tyr 


Met Phe Cys 


Phe Asp 


Asn 


Thr 


rile 




Thr 


He 


Ser 


Glu 


Lys 


Val 








85 










QO 










95 






att 


ttc ttt gaa 


tta 


ate 


ctg 


gat 


aat 


ouy 


gga 


gaa 


cag 


gca 


caa 


gaa 


436 


He 


Phe Phe Glu 


Leu 


He 


Leu Asp 


Asn 




Gly Glu Gin 


Ala 


Gin 


Glu 






100 










105 










110 








caa 


gaa gat tgg 


aag 


aaa 


tat 


att 


act 


yy *■* 


aca 


gat 


ata 


ttg 


gat 


atg 


484 


Gin Glu Asp Trp Lys Lys 


Tyr 


He 


Thr 


ui y 


Thr Asp 


He 


Leu Asp Met 






115 








120 










125 










aaa 


ctg gaa gac 


ate 


ctg 


gaa 


tec 


ate 


zinc* 
**y *■» 


age 


ate 


aag 


tec 


aga 


eta 


532 


Lys 


Leu Glu Asp 


He 


Leu 


Glu 


Ser 


He 


Ser 


Ser 


He 


Lys 


Ser 


Arg Leu 






130 






135 










14 0 












age 


aaa agt ggg 


cac 


ata 


caa 


att 


ctg 


ctt 


aga 


gca 


ttt 


gaa 


get 


cgt 


580 


Ser Lys Ser Gly His 


He 


Gin 


He 


Leu 


Leu 


Arg 


Ala 


Phe 


Glu Ala Arg 




145 






150 










155 










160 




gat 


cga aac ata 


caa 


gaa 


age 


aac 


ttt 


gat 


aga 


gtc 


aat 


ttc 


tgg 


tct 


628 


Asp 


Arg Asn He 


Gin 


Glu 


Ser 


Asn 


Phe 


Asp 


Arg Val Asn 


Phe 


Trp 


Ser 








165 










170 










175 






atg 


gtt aat tta 


gtg 


gtc 


atg 


gtg 


gtg 


gtg 


tea 


gec 


att 


caa 


gtt 


tat 


676 


Met 


Val Asn Leu 
180 


Val 


Val 


Met 


Val 


Val 
185 


Val 


Ser 


Ala 


He 


Gin 
190 


Val 


Tyr 




atg 


ctg aag agt 


ctg 


ttt 


gaa 


gat 


aag 


agg 


aaa 


agt 


aga 


act 






718 


Met 


Leu Lys Ser 


Leu 


Phe 


Glu Asp 


Lys 


Arg 


Lys 


Ser Arg 


Thr 









195 200 205 



taaaactcca aactagagta cgtaacattg aaaaatgagg cataaaaatg caataaactg 
ttacagtcaa gaccaaaaaa aaaaaaa 



<210> 111 
<211> 787 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 26. .481 

<221> sigjpeptide 

<222> 26. .88 

<22 3> Von Heijne matrix 
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196 



244 



score 4 . 4 

seq AVASSFFCASLFS/AV 

<221> polyA_signal 
<222> 755. .760 

<221> polyA_site 
<222> 775. .787 

<400> 111 

gacagcctgg ataaaggctc acttg atg get cag ttg gga gca gtt gtg get 52 

Met Ala Gin Leu Gly Ala Val Val Ala 
-20 -15 
gtg get tec agt ttc ttt tgt gca tct etc ttc tea get gtg cac aag 100 
Val Ala Ser Ser Phe Phe Cys Ala Ser Leu Phe Ser Ala Val His Lys 

-10 -5 1 

ata gaa gag N gga cat att ggg gta tat tac aga ggc ggt gec ctg ctg 148 
lie Glu Glu Gly His lie Gly Val Tyr Tyr Arg Gly Gly Ala Leu Leu 
5 10 15 20 

act teg acc age ggc cct ggt ttc cat etc atg etc cct ttc ate aca 
Thr Ser Thr Ser Gly Pro Gly Phe His Leu Met Leu Pro Phe He Thr 

25 30 35 

tea tat aag tct gtg cag acc aca etc cag aca gat gag gtg aag aat 
Ser Tyr Lys Ser Val Gin Thr Thr Leu Gin Thr Asp Glu Val Lys Asn 

40 45 50 

gta cct tgt ggg act agt ggt ggt gtg atg ate tac ttt gac aga att 292 
Val Pro Cys Gly Thr Ser Gly Gly Val Met He Tyr Phe Asp Arg He 

55 60 65 

gaa gtg gtg aac ttc ctg gtc ccg aac gca gtg cat gat ata gtg aag 
Glu Val Val Asn Phe Leu Val Pro Asn Ala Val His Asp He Val Lys 

70 75 80 

aac tat act get gac tat gac aag gee etc ate ttc aac aag ate cac 
Asn Tyr Thr Ala Asp Tyr Asp Lys Ala Leu He Phe Asn Lys He His 
85 90 95 100 

cac gaa ctg aac cag ttc tgc agt gtg cac acg ctt caa gag gtc tac 
His Glu Leu Asn Gin Phe Cys Ser Val His Thr Leu Gin Glu Val Tyr 

105 HO 115 

att gag ctg ttt gga ctg gaa aat gat ttt tec cag gaa tct tea 4 81 

He Glu Leu Phe Gly Leu Glu Asn Asp Phe Ser Gin Glu Ser Ser 

120 125 130 

taaaagggac cctgagcaag aacatttttc atagcagaca ggaggactca tccacatcgc 541 
cagcaatcat aattaagcaa accgcctttt gcaccattta agatttagga aatcatccaa 601 
attactttta atgtttctgc agtagaaaat gaatctaaat tcattttata gggtttgtag 661 
tcttttatct gttttggatt cactgtgctt ttaagaaaaa gttggtaaat ttgccgttga 721 
tttttctttt taacctcaaa ctaatagaat tttataaaat attaattttc tccaaaaaaa 7 81 
aaaaaa 787 



340 



388 



436 



<210> 112 
<211> 569 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 26 . .562 

<221> sigjpeptide 
<222> 26 . .187 
<223> Von Heijne matrix 
score 4.1 
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-87- 
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seq AWAAAARTGSEA/RV 
<400> 112 

agaaacaggt ctgggctaca aaagt atg gcc get tct gag gcg gcg gtg gtg 52 

Met Ala Ala Ser Glu Ala Ala Val Val 
-50 

tct teg ccg tct ttg aaa aca gac aca tec cct gtc ctt gaa act gca 100 

Ser Ser Pro Ser Leu Lys Thr Asp Thr Ser Pro Val Leu Glu Thr Ala 

-45 -40 -35 -30 

gga acg gtc gca gca atg get gcg acc ccg tea gca agg get gca gcc 148 

Gly Thr Val Ala Ala Met Ala Ala Thr Pro Ser Ala Arg Ala Ala Ala 

-25 -20 -15 

gcg gtg gtt gcg gcc gcg gcc agg acc gga tec gaa gcc agg gtc tec 196 
Ala Val Val Ala Ala Ala Ala Arg Thr Gly Ser Glu Ala Arg Val Ser 

-10 -5 1 

aag gcc get ttg get acc aag ctg ctg tec ttg age ggc gtg ttc gcc 244 
Lys Ala Ala .Leu Ala Thr Lys Leu Leu Ser Leu Ser Gly Val Phe Ala 

5 10 15 

gtg cac aag ccc aaa ggg ccc act tea gcc gag ctg ctg aat egg ttg 292 
Val His Lys Pro Lys Gly Pro Thr Ser Ala Glu Leu Leu Asn Arg Leu 
20 25 30 35 

aag gag aag ctg ctg gca gaa get gga atg cct tct cca gaa tgg acc 340 
Lys Glu Lys Leu Leu Ala Glu Ala Gly Met Pro Ser Pro Glu Trp Thr 

40 45 50 

aag agg aaa aag cag act ttg aaa att ggg cat gga ggg act eta gac 3 88 

Lys Arg Lys Lys Gin Thr Leu Lys lie Gly His Gly Gly Thr Leu Asp 

55 60 65 

age gca gcc cga gga gtt ctg gtt gtt gga att gga age gga aca aaa 436 
Ser Ala Ala Arg Gly Val Leu Val Val Gly He Gly Ser Gly Thr Lys 

70 75 80 

atg ttg acc agt atg ttg tea ggg tec aag agg tat act gcc att gga 4 84 

Met Leu Thr Ser Met Leu Ser Gly Ser Lys Arg Tyr Thr Ala He Gly 

85 90 95 

gaa ctg ggg aaa get act gat aca eta gat tct acg ggg aag gta aca 532 
Glu Leu Gly Lys Ala Thr Asp Thr Leu Asp Ser Thr Gly Lys Val Thr 
100 105 110 115 

gaa gaa aaa cct tac ggt atg aac etc ate taagtag 569 
Glu Glu Lys Pro Tyr Gly Met Asn Leu He 
120 125 



<210> 113 
<211> 893 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 4. .810 

<221> sig_peptide 
<222> 4. .279 
<223> Von Heijne matrix 
score 6.8 

seq AVMLYTWRSCSRA/IP 

<221> polyA_signal 
<222> 858. . 863 

<221> polyA_site 
<222> 881. . 893 
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48 



96 



144 



240 



288 



<400> 113 

gcc atg ate acg cac gtc acc ctg gaa gat gec ctg tec aac gtg gac 
Met He Thr His Val Thr Leu Glu Asp Ala Leu Ser Asn Val Asp 
-90 -85 -80 

ctg ctt gaa gag ctt ccc etc ccc gac cag cag cca tgc ate gag cct 
Leu Leu Glu Glu Leu Pro Leu Pro Asp Gin Gin Pro Cys He Glu Pro 

-75 -70 -65 

cca cct tec tec ate atg tac cag get aac ttt gac aca aac ttt gag 
Pro Pro Ser Ser He Met Tyr Gin Ala Asn Phe Asp Thr Asn Phe Glu 

-60 -55 -50 

gac agg aat gca ttt gtc acg ggc att gca agg tac att gag cag get 192 
Asp Arg Asn Ala Phe Val Thr Gly He Ala Arg Tyr He Glu Gin Ala 
-45 -40 -35 -30 

aca gtc cac tec age atg aat gag atg ctg gag gaa gga cat gag tat 
Thr Val His Ser Ser Met Asn Glu Met Leu Glu Glu Gly His Glu Tyr 

-25 -20 -15 

gcg gtc atg ctg tac acc tgg cgc age tgt tec egg gcc att ccc cag 
Ala Val Met Leu Tyr Thr Trp Arg Ser Cys Ser Arg Ala He Pro Gin 

-10 -5 1 

gtg aaa tgc aac gag cag ccc aac cga gta gag ate tat gag aag aca 336 
Val Lys Cys Asn Glu Gin Pro Asn Arg Val Glu He Tyr Glu Lys Thr 

5 10 15 

gta gag gtg ctg gag ccg gag gtc acc aag etc atg aag ttc atg tat 384 
Val Glu Val Leu Glu Pro Glu Val Thr Lys Leu Met Lys Phe Met Tyr 
20 25 30 35 

ttt cag cgc aag gcc ate gag egg ttc tgc age gag gtg aag egg ctg 432 
Phe Gin Arg Lys Ala He Glu Arg Phe Cys Ser Glu Val Lys Arg Leu 

40 45 50 

tgc cat gcc gag cgc agg aag gac ttt gtc tct gag gcc tac etc ctg 
Cys His Ala Glu Arg Arg Lys Asp Phe Val Ser Glu Ala Tyr Leu Leu 

55 60 65 

acc ctt ggc aag ttc ate aac atg ttt get gtc ctg gat gag eta aag 
Thr Leu Gly Lys Phe He Asn Met Phe Ala Val Leu Asp Glu Leu Lys 

70 75 BO 

aac atg aag tgc age gtc aag aat gac cac tec gcc tac aag agg gca 576 
Asn Met Lys Cys Ser Val Lys Asn Asp His Ser Ala Tyr Lys Arg Ala 

85 90 95 

gca cag ttc ctg egg aag atg gca gat ccc cag tct ate cag gag teg 
Ala Gin Phe Leu Arg Lys Met Ala Asp Pro Gin Ser He Gin Glu Ser 
100 105 HO H5 

cag aac ctt tec atg ttc ctg gcc aac cac aac agg ate acc cag tgt 672 
Gin Asn Leu Ser Met Phe Leu Ala Asn His Asn Arg He Thr Gin Cys 

120 125 130 

etc cac cag caa ctt gaa gtg ate cca ggc tat gag gag ctg ctg get 
Leu His Gin Gin Leu Glu Val lie Pro Gly Tyr Glu Glu Leu Leu Ala 

135 140 145 

gac att gtc aac ate tgt gtg gat tac tac gag aac aag atg tac ctg 
Asp He Val Asn He Cys Val Asp Tyr Tyr Glu Asn Lys Met Tyr Leu 

150 155 160 

act ccc agt gag aaa cat atg etc etc aag gta aaa etc ccc 
Thr Pro Ser Glu Lys His Met Leu Leu Lys Val Lys Leu Pro 

165 170 175 

tgaggecgea cccatggagc ctgggcttac cctctcacct tcttcttatt aaaaatccgt 870 
tttaaaaaac aaaaaaaaaa aaa 



480 



528 



624 



720 



768 



810 



893 



<210> 114 

<211> 1475 

<212> DNA 

<2L3> Beano sapiens 
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<220> 
<221> CDS 
<222> 55. .459 



<221> sigjpeptide 
<222> 55. .120 
<223> Von Heijne matrix 
score 7.2 

seq GLWLALVDGLVRS/SP 



<221> polyA_signal 
<222> 1444. .1449 



<221> polyA_site 
<222> 1462. .1475 



<400> 114 

cagttccgca gctacgtgtg ggacccgctg ctgatcctgt cgcagatcgt cctc atg 57 

Met 

cag acc gtg tat tac ggc teg ctg ggc ctg tgg ctg gcg ctg gtg gac 105 
Gin Thr Val Tyr Tyr Gly Ser Leu Gly Leu Trp Leu Ala Leu Val Asp 

-20 -15 -10 

ggg eta gtg cga age age ccc teg ctg gac cag atg ttc gac gec gag 153 
Gly Leu Val Arg Ser Ser Pro Ser Leu Asp Gin Met Phe Asp Ala Glu 
-5 15 10 

ate ctg ggc ttt tec acc cct cca ggc egg etc tec atg atg tec ttc 201 
He Leu Gly Phe Ser Thr Pro Pro Gly Arg Leu Ser Met Met Ser Phe 

15 20 25 

ate ttc aac gec etc acc tgt gec ctg ggc ttg ctg tac ttc ate egg 249 
He Phe Asn Ala Leu Thr Cys Ala Leu Gly Leu Leu Tyr Phe He Arg 

30 35 40 

cga g9 a aag cag tgt ctg gat ttc act gtc act gtc cat ttc ttt cac 297 
Arg Gly Lys Gin Cys Leu Asp Phe Thr Val Thr Val His Phe Phe His 

45 50 55 

etc ctg ggc tgc tgg ttc tac age tec cgt ttc ccc teg gcg ctg acc 345 
Leu Leu Gly Cys Trp Phe Tyr Ser Ser Arg Phe Pro Ser Ala Leu Thr 
€0 €5 70 75 



tgg 


tgg 


ctg 


gtc 


caa 


gec 


gtg tgc 


att 


gca 


etc 


atg 


get 


gtc 


ate ggg 


393 


Trp 


Trp 


Leu 


Val 


Gin 
80 


Ala 


Val Cys 


He 


Ala 
85 


Leu 


Met 


Ala 


Val 


He Gly 
90 




gag 


tac 


ctg 


tgc 


atg 


egg 


acg gag 


etc 


aag 


gag 


ata 


ccc 


etc 


aac tea 


441 


Glu 


Tyr 


Leu 


Cys 
95 


Met 


Arg 


Thr Glu 


Leu 
100 


Lys 


Glu 


He 


Pro 


Leu 
105 


Asn Ser 




gec 


cct 


aaa 


tec 


aat 


gtc 


tagaatcagg i 


ccctttggac atcccgctga 


489 


Ala 


Pro 


Lys 
110 


Ser 


Asn 


Val 





















cacttgggcc ccttaacacc ttgggctgct cagaccctcc agatgaggtc cagcccagat 549 

ctgagaggaa ccctggaaat gtgaagtctc tgttggtgtg ggagagatag tgagggcctg 609 

tcaaagaagg caggtagcag tcagcatgac agetgeaaga atgacctctg tctgttgaag 669 

ccttggtatc tgagaggtca ggaaggggac ctctttgagg gtaataacat aattggaacc 729 

atgccactct tgagccacaa tacctgtcac cagcctgttg ttttaagaga gaaaaaaaat 789 

caaggatatc tgattggagc aaaccacttc tttagtcatc tgtcttacct ccctgggaca 849 

gctgttacct ttgcagtgtt gccgaatcac agcagttacc tttgcaatgt tgecgaatea 909 

cagcagttct gttggagaaa cgcttggttt ccggatccag agecacagaa agaaatgtag 969 

gtgtgaagta ttaggctget gtcagggaga ggatggcaga tggaggcatc aagcacaagg 1029 

aaaatgeaca acctgtgccc tgttatacac acgttcatgt gcgcccaaga acctatgact 1089 

ttcttccagt tccttctacc aggtccccat cctgctgcca gctctcaaca tagcaggeca 1149 

taggacccag agaagaatcc cagtgttgct caaagtctga ccatcataaa gacactgcct 1209 

gtcttctagg aatgaccagg cacccagctc ccactggact ccaatttttt ttcctgcctt 1269 

atttagaatt ctttggcggg aagggtatga tgggttccca gagacaagaa gcccaacctt 1329 

ctggcctggg ctgtgctgat agtgctgagg gagataggaa tttgetgeta agatttttct 13 89 
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ttggggtgga gtttcctctg tgaggggctt gcagctatcc tncctgtgta tacaaataca 1449 
gtattttcca tgaaaaaaaa aaaaaa 1475 



<210> 115 
<211> 321 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 48. .248 

<221> sig_peptide 
<222> 48. .1(61 
<223> Von Heijne matrix 
score 6.3 

seq LVFALVTAVCCLA/DG 

<221> polyA_signal 
<222> 283. .288 

<221> polyA_site 
<222> 308. .321 

<400> 115 

gctgagaaga gttgagggaa agtgctgctg ctgggtctgc agacgcg atg aat aac 

Met Asn Asn 

gtg cag ccg aaa at a aaa cat cgc ccc ttc tgc ttc agt gtg aaa ggc 
Val Gin Pro Lys lie Lys His Arg Pro Phe Cys Phe Ser Val Lys Gly 
-35 -30 -25 -20 

cac gtg aag atg ctg egg ctg gtg ttt gca ctt gtg aca gca gta tgc 
His Val Lys Met Leu Arg Leu Val Phe Ala Leu Val Thr Ala Val Cys 

-15 -10 -5 

tgt ctt gec gac ggg gec ctt att tac egg aag ctt ctg ttc aat ccc 
Cys Leu Ala Asp Gly Ala Leu lie Tyr Arg Lys Leu Leu Phe Asn Pro 

15 10 
aac ggt cct tac cag aaa aag cct gtg cat gaa aaa aaa gaa gtt ttg 
Asn Gly Pro Tyr Gin Lys Lys Pro Val His Glu Lys Lys Glu Val Leu 

15 20 25 

tgattttata ttacttttta gtttgatact aagtattaaa catatttctg tattcttcca 
aaaaaaaaaa aaa 



<210> 116 
<211> 450 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 25. .399 

<221> sigjpeptide 
<222> 25. .186 
<223> Von Heijne matrix 
score 3 . 5 

seq SILAQVLDQSARA/RL 



56 
104 

152 

200 

248 

308 
321 



<400> 116 
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ctgctccagc gctgacgccg agcc atg gcg gac gag gag ctt gag gcg ctg 51 

Met Ala Asp Glu Glu Leu Glu Ala Leu 
-50 

agg aga cag agg ctg gcc gag ctg cag gcc aaa cac ggg gat cct ggt 99 

Arg Arg Gin Arg Leu Ala Glu Leu Gin Ala Lys His Gly Asp Pro Gly 

.45 -40 -35 -30 

gat gcg gcc caa cag gaa gca aag cac agg gaa gca gaa atg aga aac 147 

Asp Ala Ala Gin Gin Glu Ala Lys His Arg Glu Ala Glu Met Arg Asn 

-25 -20 -15 

agt ate tta gcc caa gtt ctg gat cag teg gcc egg gcc agg tta agt 195 
Ser lie Leu Ala Gin Val Leu Asp Gin Ser Ala Arg Ala Arg Leu Ser 

-10 -5 1 

aac tta gca ctt gta aag cct gaa aaa act aaa gca gta gag aat tac 243 
Asn Leu Ala Leu Val Lys Pro Glu Lys Thr Lys Ala Val Glu Asn Tyr 

5 10 15 

ctt ata cag atg gca aga tat gga caa eta agt gag aag gta tea gaa 291 
Leu lie Gin Met Ala Arg Tyr Gly Gin Leu Ser Glu Lys Val Ser Glu 
20 25 30 35 

caa ggt tta ata gaa ate ctt aaa aaa gta age caa caa aca gaa aag 339 
Gin Gly Leu lie Glu He Leu Lys Lys Val Ser Gin Gin Thr Glu Lys 

40 45 50 

aca aca aca gtg aaa ttc aac aga aga aaa gta atg gac tct gat gaa 3 87 

Thr Thr Thr Val Lys Phe Asn Arg Arg Lys Val Met Asp Ser Asp Glu 

55 60 65 

gat gac gat tat tgaactacaa gtgctcacag actagaactt aacggaacaa 439 
Asp Asp Asp Tyr 
70 

gtctaggaca g 



450 



<210> 117 
<211> 1173 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 10. .1137 

<221> sig_peptide 
<222> 10. .72 
<223> Von Heijne matrix 
score 6.5 

seq LLTLLLPPPPLYT/RH 

<221> polyA_signal 
<222> 1144 . .1149 

<221> polyA_site 
<222> 1162. .1173 

<400> 117 

gagctgett atg gga cac cgc ttc ctg cgc ggc etc tta acg ctg ctg ctg 51 
Met Gly His Arg Phe Leu Arg Gly Leu Leu Thr Leu Leu Leu 
-20 -15 -10 

ccg ccg cca ccc ctg tat acc egg cac cgc atg etc ggt cca gag tec 
Pro Pro Pro Pro Leu Tyr Thr Arg His Arg Met Leu Gly Pro Glu Ser 

-5 1 5 

gtc ccg ccc cca aaa cga tec cgc age aaa etc atg gca ccg ccc cga 147 
Val Pro Pro Pro Lys Arg Ser Arg Ser Lys Leu Met Ala Pro Pro Arg 
10 15 20 25 



99 
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387 



€27 



ate ggg acg cac aat ggc acc ttc cac tgc gac gag gca ctg gca tgc 195 
lie Gly Thr His Asn Gly Thr Phe His Cys Asp Glu Ala Leu Ala Cys 

30 35 40 

gca ctg ctt cgc etc ctg ccg gag tac egg gat gca gag att gtg egg 243 
Ala Leu Leu Arg Leu Leu Pro Glu Tyr Arg Asp Ala Glu lie Val Arg 

45 50 55 

acc egg gat ccc gaa aaa etc get tec tgt gac ate gtg gtg gac gtg 291 
Thr Arg Asp Pro Glu Lys Leu Ala Ser Cys Asp He Val Val Asp Val 

60 65 70 

ggg ggc gag tac gac cct egg aga cac cga tat gac cat cac cag agg 339 
Gly Gly Glu Tyr Asp Pro Arg Arg His Arg Tyr Asp His His Gin Arg 

75 80 85 

tct ttc aca gag acc atg age tec ctg tec cct ggg agg ccg tgg cag 
Ser Phe Thr Glu Thr Met Ser Ser Leu Ser Pro Gly Arg Pro Trp Gin 
90 95 100 105 

acc aag ctg age agt gcg gga etc ate tat ctg cac ttc ggg cac aag 435 
Thr Lys Leu Ser Ser Ala Gly Leu He Tyr Leu His Phe Gly His Lys 

110 115 120 

ctg ctg gec cag ttg ctg ggc act agt gaa gag gac age atg gtg ggc 4 83 

Leu Leu Ala Gin Leu Leu Gly Thr Ser Glu Glu Asp Ser Met Val Gly 

125 130 135 

acc etc tat gac aag atg tat gag aac ttt gtg gag gag gtg gat get 531 
Thr Leu Tyr Asp Lys Met Tyr Glu Asn Phe Val Glu Glu Val Asp Ala 

140 145 150 

gtg gac aat ggg ate tec cag tgg gca gag ggg gag cct cga tat gca 579 
Val Asp Asn Gly He Ser Gin Trp Ala Glu Gly Glu Pro Arg Tyr Ala 

155 160 165 

ctg acc act acc ctg agt gca cga gtt get cga ctt aat cct acc tgg 
Leu Thr Thr Thr Leu Ser Ala Arg Val Ala Arg Leu Asn Pro Thr Trp 
170 175 180 185 

aac cac ccc gac caa gac act gag gca ggg ttc aag cgt gca atg gat 675 
Asn His Pro Asp Gin Asp Thr Glu Ala Gly Phe Lys Arg Ala Met Asp 

190 195 200 

ctg gtt caa gag gag ttt ctg cag aga tta gat ttc tac caa cac age 723 
Leu Val Gin Glu Glu Phe Leu Gin Arg Leu Asp Phe Tyr Gin His Ser 

205 210 215 

tgg ctg cca gec egg gec ttg gtg gaa gag gec ctt gec cag cga ttc 771 
Trp Leu Pro Ala Arg Ala Leu Val Glu Glu Ala Leu Ala Gin Arg Phe 

220 225 230 

cag gtg gac cca agt gga gag att gtg gaa ctg gcg aaa ggt gca tgt 819 
Gin Val Asp Pro Ser Gly Glu He Val Glu Leu Ala Lys Gly Ala Cys 

235 240 245 

ccc tgg aag gag cat etc tac cac ctg gaa tct ggg ctg tec cct cca 867 
Pro Trp Lys Glu His Leu Tyr His Leu Glu Ser Gly Leu Ser Pro Pro 
250 255 260 265 

gtg gee ate ttc ttt gtt ate tac act gac cag get gga cag tgg cga 915 
Val Ala He Phe Phe Val He Tyr Thr Asp Gin Ala Gly Gin Trp Arg 

270 275 280 

ata cag tgt gtg ccc aag gag ccc cac tea ttc caa age egg ctg ccc 963 
He Gin Cys Val Pro Lys Glu Pro His Ser Phe Gin Ser Arg Leu Pro 

285 290 295 

ctg cca gag cca tgg egg ggt ctt egg gac gag gee ctg gac cag gtc 1011 
Leu Pro Glu Pro Trp Arg Gly Leu Arg Asp Glu Ala Leu Asp Gin Val 

300 305 310 

agt ggg ate cct ggc tgc ate ttc gtc cat gca age ggc ttc att ggc 1059 
Ser Gly He Pro Gly Cys He Phe Val His Ala Ser Gly Phe He Gly 

315 320 325 

ggt cac cgc acc cga gag ggt gee ttg age atg gec cgt gec acc ttg 1107 
Gly His Arg Thr Arg Glu Gly Ala Leu Ser Met Ala Arg Ala Thr Leu 
330 335 340 345 

gee cag cgc tea tac etc cca caa ate tec tagtctaata aaaccttcca 1157 
Ala Gin hrg Ser Tyr Leu Pro Gin He Ser 
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350 355 

tctcaaaaaa aaaaaa 1173 



<210> 118 
<211> 785 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 72. .704 

<221> sig_peptide 
<222> 72. .161 
<223> Von Heijne matrix 
score 13.2 

seq LLLLSTLVIPSAA/AP 

<221> polyA_signal 
<222> 772. .777 

<400> 118 

cggaatccgg gagtccggtg acccgggctg tggtctagca taaaggcgga gcccagaaga 60 
aggggcgggg t atg gga gaa gcc tec cca cct gec ccc gca agg egg cat 110 
Met Gly Glu Ala Ser Pro Pro Ala Pro Ala Arg Arg His 
-30 -25 -20 
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cga 


aag 


acc 


cac 


tta 


ctg 


tac 


ate 


etc 


686 
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Ser His Ser Arg Leu Ser Pro Arg Lys Thr His Leu Leu Tyr lie Leu 
160 165 170 175 

agg ccc tct egg cag ctg taggggtggg gaeeggggag cacctgcctg 
Arg Pro Ser Arg Gin Leu 
180 

tagcccccat cagaccctgc cccaagcacc atatggaaat aaagttcttt c 



55 



<210> 119 
<211> 559 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 44. .505 

<221> sig_j>eptide 
<222> 44. .223 
<223> Von Heijne matrix 
score 4 

seq LVRRTLLVAALRA/WM 
<400> 119 

agcaaccaga gggagatgat cacctgaacc actgctccaa acc atg ggc agt aaa 

Met Gly Ser Lys 
-60 

tgc tgt aaa ggt ggt cca gat gaa gat gca gta.gaa aga cag agg egg 103 
Cys Cys Lys Gly Gly Pro Asp Glu Asp Ala val Glu Arg Gin Arg Arg 

-55 -50 -45 

cag aag ttg ctt ctt gca caa ctg cat cac aga aaa agg gtg aag gca 151 
Gin Lys Leu Leu Leu Ala Gin Leu His His Arg Lys Arg Val Lys Ala 
-40 -35 -30 -25 

get ggg cag ate cag gec tgg tgg cgt ggg gtc ctg gtg cgc agg acc 199 
Ala Gly Gin lie Gin Ala Trp Trp Arg Gly Val Leu Val Arg Arg Thr 

-20 -15 -10 

ctg ctg gtt get gec etc agg gec tgg atg att cag tgc tgg tgg agg 247 
Leu Leu Val Ala Ala Leu Arg Ala Trp Met lie Gin Cys Trp Trp Arg 

-5 15 
acg ttg gtg cag aga egg ate cgt cag egg egg cag gec ctg ttg agg 295 
Thr Leu Val Gin Arg Arg He Arg Gin Arg Arg Gin Ala Leu Leu Arg 

10 15 20 

gtc tac gtc ate cag gag cag gcg acg gtc aag etc cag tec tgc ate 343 
Val Tyr Val He Gin Glu Gin Ala Thr Val Lys Leu Gin Ser Cys He 
25 30 35 40 

cgc atg tgg cag tgc egg caa tgt tac cgc caa atg tgc aat get etc 391 
Arg Met Trp Gin Cys Arg Gin Cys Tyr Arg Gin Met Cys Asn Ala Leu 

45 50 55 

tgc ttg ttc cag gtc cca gag age age ctt gec ttc cag act gat ggc 43 9 

Cys Leu Phe Gin Val Pro Glu Ser Ser Leu Ala Phe Gin Thr Asp Gly 

60 65 70 

ttt tta cag gtc caa tat gca ate cct tea aag cag cca gag ttc cac 487 
Phe Leu Gin Val Gin Tyr Ala He Pro Ser Lys Gin Pro Glu Phe His 

75 80 85 

att gaa ate eta tea ate tgaaaggect ggggcatgga gaacaggctg 535 
He Glu He Leu Ser He 
90 

cactacccta ataaatgtct gacc 559 



WO 99/31236 



-95- 



PCT/IB98/02122 



<210> 120 
<211> 770 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 25. .393 

<221> sig^peptide 
<222> 25. .150 
<223> Von Heijne matrix 
score 4.6 

seq LDPAVSLSAPAFA/SA 

<221> polyA_signal 
<222> 734. .739 

<221> polyA_site 
<222> 757. .770 

<400> 120 

cgcagaaagg agagacacac atac atg aaa gga gga get ttc tec aat ctt 51 

Met Lys Gly Gly Ala Phe Ser Asn Leu 
-40 -35 
aat gat tec cag etc tea gec teg ttt ctg caa ccc age ctg caa gca 99 
Asn Asp Ser Gin Leu Ser Ala Ser Phe Leu Gin Pro Ser Leu Gin Ala 

-30 -25 -20 

aac tgt cct get ttg gac cct get gtg tea etc tec gca cca gee ttt 147 
Asn Cys Pro Ala Leu Asp Pro Ala Val Ser Leu Ser Ala Pro Ala Phe 

-15 -10 -5 

gee tct get ctt cgc tct atg aag tec tec cag get gca egg aag gac 
Ala Ser Ala Leu Arg Ser Met Lys Ser Ser Gin Ala Ala Arg Lys Asp 

15 10 15 

gac ttt etc agg tct ctt agt gat gga gac tea ggg aca tea gaa cac 243 
Asp Phe Leu Arg Ser Leu Ser Asp Gly Asp Ser Gly Thr Ser Glu His 

20 25 30 

ate tea gcg gtg gtg act age cct egg att tec tgc cat ggt get gec 291 
He Ser Ala Val Val Thr Ser Pro Arg He Ser Cys His Gly Ala Ala 

35 40 45 

att ccc ace gec cgt gee etc tgc eta ggc tgt tec tgc tgc acc gaa 
He Pro Thr Ala Arg Ala Leu Cys Leu Gly Cys Ser Cys Cys Thr Glu 

50 55 60 

cgc etc etc ctg cca ccg ccc tec etc ctt tct tta gaa gec cct gec 
Arg Leu Leu Leu Pro Pro Pro Ser Leu Leu Ser Leu Glu Ala Pro Ala 

65 70 75 

age acc tgagctctct getgattget gttcctccca gtctgtggaa gctttgccca 44 3 

Ser Thr 
80 

tatgetttec ttaaaagggt tctgggcagg gcaggcgccc ccatttctca gggatcccct 503 
ccaggacaac gccttttcct tgtgtcttca gctctcctta ccagatatct atatatttgt 563 
atatattcag tttcaccaac aatgcatcaa gtactttttt ttttaagtaa agaacegcag 623 
tcatcgaact ggagccccat tgattccctc cccctcgcct ccccaaatct ggcacctgcc 683 
caaggtatcc tcagaaccat ttggggtgtc ctttggcatt ggataataga aataaaattt 743 
tacctctttc tacaaaaaaa aaaaaac 770 



195 



339 



387 



<210> 121 

<211> 1213 

<212> DNA 

<213> Homo sapiens 
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<220> 
<221> CDS 
<222> 58. .1095 

<221> sigjpeptide 
<222> 58. .114 
<223> Von Heijne matrix 
score 5.4 

seg LSHLLPSLRQVI Q/EP 

<221> polyA_site 
<222> 1202. .1213 

<400> 121 

cctggctttg cctttgccct gctgtgtgat cttagctccc tgcccaggcc cacagcc 57 
atg gcc atg sec cag aaa etc age cac etc ctg ccg agt ctg egg cag 105 
Met Ala Met Ala Gin Lys Leu Ser His Leu Leu Pro Ser Leu Arg Gin 

-15 -10 -5 

gtc ate cag gag cct cag eta tct ctg cag cca gag cct gtc ttc acg 153 
Val lie Gin Glu Pro Gin Leu Ser Leu Gin Pro Glu Pro Val Phe Thr 

15 10 
gtg gat cga get gag gtg ccg ccg etc ttc tgg aag ccg tac ate tat 201 
Val Asp Arg Ala Glu Val Pro Pro Leu Phe Trp Lys Pro Tyr lie Tyr 

15 20 25 

9 C 9 99c tac egg ccg ctg cat cag acc tgg cgc ttc tat ttc cgc acg 249 
Ala Gly Tyr Arg Pro Leu His Gin Thr Trp Arg Phe Tyr Phe Arg Thr 
30 35 40 45 

ctg ttc cag cag cac aac gag gcc gtg aat gtc tgg acc cac ctg ctg 297 
Leu Phe Gin Gin His Asn Glu Ala Val Asn Val Trp Thr His Leu Leu 

50 55 60 

gcg gcc ctg gta ctg ctg ctg egg ctg gcc etc ttt gtg gag acc gtg 345 
Ala Ala Leu Val Leu Leu Leu Arg Leu Ala Leu Phe Val Glu Thr Val 

65 70 75 

gac ttc tgg gga gac cca cac gcc ctg ccc etc ttc ate att gtc ctt 393 
Asp Phe Trp Gly Asp Pro His Ala Leu Pro Leu Phe lie lie Val Leu 

80 85 90 

gcc tct ttc acc tac etc tec etc agt gcc ttg get cac etc ctg cag 441 
Ala Ser Phe Thr Tyr Leu Ser Leu Ser Ala Leu Ala His Leu Leu Gin 

95 100 105 

gcc aag tct gag ttc tgg cat tac age ttc ttc ttc ctg gac tat gtg 4 89 

Ala Lys Ser Glu Phe Trp His Tyr Ser Phe Phe Phe Leu Asp Tyr Val 
110 115 120 125 

ggg gtg gcc gtg tac cag ttt ggc agt gcc ttg gca cac ttc tac tat 537 
Gly Val Ala Val Tyr Gin Phe Gly Ser Ala Leu Ala His Phe Tyr Tyr 

130 135 140 

get ate gag ccc gcc tgg cat gcc cag gtg cag get gtt ttt ctg ccc 585 
Ala He Glu Pro Ala Trp His Ala Gin Val Gin Ala Val Phe Leu Pro 

145 150 155 

atg get gcc ttt etc gcc tgg ctt tec tgc att ggc tec tgc tat aac 633 
Met Ala Ala Phe Leu Ala Trp Leu Ser Cys He Gly Ser Cys Tyr Asn 

160 165 170 

aag tac ate cag aaa cca ggc ctg ctg ggc cgc aca tgc cag gag gtg 681 
Lys Tyr He Gin Lys Pro Gly Leu Leu Gly Arg Thr Cys Gin Glu Val 

175 180 185 

ccc tec gtc ctg gcc tac gca ctg gac att agt cct gtg gtg cat cgt 729 
Pro Ser Val Leu Ala Tyr Ala Leu Asp He Ser Pro Val Val His Arg 
190 195 200 205 

ate ttc gtg tec tec gac ccc acc acg gat gat cca get ctt etc tac 777 
He Phe Val Ser Ser Asp Pro Thr Thr Asp Asp Pro Ala Leu Leu Tyr 

210 215 220 

cac aag tgc cag gtg gtc ttc ttt ctg ctg get get gcc ttc ttc tct 825 
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His 


Lys 


Cys 


Gin 


Val 


Val 


Phe 


Phe 


Leu 


Leu 


Ala 


Ala 


Ala 


Phe 


Phe 


Ser 










225 










230 










235 








acc 


ttc 


atg 


ccc 


gag 


cgc 


tgg 


ttc 


cct 


ggc 


age 


tgc 


cat 


gtc 


ttc 


ggg 


873 


Thr 


Phe 


Met 


Pro 


Glu 


Arg 


Trp 


Phe 


Pro 


Gly 


Ser 


Cys 


His 


Val 


Phe 


Gly 








240 










245 










250 










cag 


ggc 


cac 


caa 


ctt 


ttc 


cat 


ate 


ttc 


ttg 


gtg 


ctg 


tgc 


acg 


ctg 


get 


921 


Gin Gly 


His 


Gin 


Leu 


Phe 


His 


He 


Phe 


Leu 


Val 


Leu 


Cys 


Thr 


Leu 


Ala 






255 










260 










265 












cag 


ctg 


gag 


get 


gtg 


gca 


ctg 


gac 


tat 


gag 


gec 


cga 


egg 


ccc 


ate 


tat 


969 


Gin 


Leu 


Glu 


Ala 


Val 


Ala 


Leu 


Asp 


Tyr 


Glu 


Ala 


Arg 


Arg 


Pro 


He 


Tyr 




270 










275 










280 










285 




9ag 


cct 


ctg 


cac 


acg 


cac 


tgg 


cct 


cac 


aac 


ttt 


tct 


ggc 


etc 


ttc 


ctg 


1017 


Glu 


Pro 


Leu 


His 


Thr 


His 


Trp 


Pro 


His 


Asn 


Phe 


Ser 


Gly 


Leu 


Phe 


Leu 












290 










295 










300 






etc 


acg 


gtg 


99C 


age 


age 


ate 


etc 


act 


gca 


ttc 


etc 


ctg 


age 


cag 


ctg 


1065 


Leu 


Thr 


Val 


Gly 


Ser 


Ser 


He 


Leu 


Thr 


Ala 


Phe 


Leu 


Leu 


Ser 


Gin 


Leu 










.305 










310 










315 








gta 


cag 


cgc 


aaa 


ctt 


gat 


cag 


aag 


acc 


aag 


tgaaggggga tggcatctgg 


1115 


Val 


Gin 


Arg Lys 


Leu 


Asp 


Gin 


Lys 


Thr 


Lys 

















320 325 



tagggaggga ggtatagttg ggggacaggg gtctgggttt ggctccaagt gggaacaagg 1175 
cctggtaaag ttgtttgtgt ctggccaaaa aaaaaaaa 1213 



<210> 122 
<211> 1318 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 31. .660 

<221> sig_peptide 
<222> 31. .90 
<223> Von Heijne matrix 
score 5 . 4 

seq AFVIACVLSLIST/IY 

<221> polyA^signal 
<222> 1288.7l293 

<221> polyA_site 
<222> 1307. .1318 

<400> 122 

ggaggatggg cgagcagtct gaatgecaga atg gat aac cgt ttt get aca gca 54 

Met Asp Asn Arg Phe Ala Thr Ala 
-20 -15 
ttt gta att get tgt gtg ctt age etc att tec acc ate tac atg gca 102 
Phe Val He Ala Cys Val Leu Ser Leu He Ser Thr He Tyr Met Ala 

-10 -5 1 

get tec att ggc aca gac ttc tgg tat gag tat cga agt cca gtt caa 150 
Ala Ser He Gly Thr Asp Phe Trp Tyr Glu Tyr Arg Ser Pro Val Gin 
5 10 15 20 

gaa aat tec agt gat ttg aat aaa age ate tgg gat gaa ttc att agt 198 
Glu Asn Ser Ser Asp Leu Asn Lys Ser He Trp Asp Glu Phe He Ser 

25 30 35 

gat gag gca gat gaa aag act tat aat gat gca ctt ttt cga tac aat 246 
Asp Glu Ala Asp Glu Lys Thr Tyr Asn Asp Ala Leu Phe Arg Tyr Asn 
40 45 50 
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ggc 


aca 


gtg 


gg a 


ttg 


tgg 


aga 


egg 


tgt 


ate 


acc 


aca 


ccc 


aaa 


aac 


<* Cy 




Gly Thr 


vai 


uiy 


Leu 


Trp 


Arg 


Arg 


Cys 


lie 


inr 


lie 


Pro 


Lys 


As 11 


wec 








0 o 










/CO 










c c 

DO 










CaL 


tgg 




age 


cca 


cca 


gaa 


agg 


aca 


gag 


LCa 


♦* +* i- 

LLL 


gat 


gtg 


gtc 


aca 




XIX s> 


up 
70 


Tyr 


Ser 


Pro 


Pro 


Glu 


Arg 


Thr 


Glu 


Ser 


Phe 

a U 


Asp 


val 


Val 


Thr 




aaa 


tgt 


gtg 




LLC 


aca 


eta 


O.L L 


gag 


cag 


*- 1- r» 
LLL 


acy 


g a g 


aaa 


T" t" T- 

LL L 


gec 


■ion 


Lys 


Cys 


Val 


Ser 




TVir- 

ixir 


Leu 


inr 


nl it 
blU 


fl~\ r-k 


rile 


.wee 


pi., 

bill 


Lys 


irlie 


vai 




85 










Q A 










9b 










100 




gat 


ccc 


gga 


aac 


cac 


aac 


age 


ggg 


acc 


gac 


etc 


ccc 


agg 


acc 


cac 


ctt 


A *i Q 


Asp 


Pro 


v?iy 


Ash 


Xll S 

lUo 


Ash 


Ser 


vj j.y 


Tl *» 

ne 


Asp 

110 


Leu 


Leu 


Arg 


inr 


Tyr 

llD 


Leu 




tgg 


cgt 


tgc 


cag 


1-1- r* 
LLC 


CtL 


*■ a 
LLO 


cct 


t- *■ 

LLL 


gtg 


agc 


t- 1- n 

Ltd 


ggt 


teg 


atg 


tgc 




Trp Arg 


Cys 


Gin 


Phe 


Leu 


Leu 


Pro 


Phe 


Val 


Ser 


Leu 


Gly 


Leu 


Met 


Cys 










lzU 










l^Io 










1 J U 








ttt 


ggg 


get 


1- t-rr 


diL 


gg a 


LLL 


t-nt- 

cgc 


get 


Ly C 


at- 1- 
aLL 


tgc 


cga 


age 


1" t* A 

L Lei 


LoL 




Phe Gly 


Til a 
Aid 


v Leu 


Tin 

ne 


<jiy 


Leu 


Cys 


Aid 


Cys 


Tl ft 

lie 


Cys 


Arg 


Ser 


Leu 


Tyr 


















l*i U 










1^3 










ccc 


acc 




gec 


a eg 


ggc 


-a *- f» 

Ctt. L 


etc 




etc 


ctt 


gca 


gtg 


aca 


aag 


gag 


C ft ~> 


Pro 


Thr 
150 


lie 


2V1 a 


1 L1L 


vaiy 


Tl o 

155 


Leu 




Leu 


Leu 


Ala 
160 


Val 


Thr 


Lys 


Glu 




age 


atg 


Ctt 


cca 


get 


gga 


get 


gag 


tec 


aag 


cac 


aca 


gec 


act 


cct 


gca 


630 


Ser 


Met 


Leu 


Pro 


Ala 


Gly 


Ala 


Glu 


Ser 


Lys 


His 


Thr 


Ala 


Thr 


Pro 


Ala 




165 










170 










175 










180 




cac 


gca 


tgc 


gtg 


caa 


aca 


ggg 


aag 


ccc 


aag 


taggagaaga ggaaagaggt 


680 


His 


Ala 


Cys 


Val 


Gin 


Thr 


Gly 


Lys 


Pro 


Lys 

















185 190 

tgtagggatt tgggaagaac cttgattatt ccctggagga aaagacaaat ctacttccct 740 

gaaatcaccc tcgaatctac ttccaccctc agaacttaaa atgaactgea tccttttttt 800 

catcttcttt tcttctccag tgaatatgat ctccaaaccc ttattttttc tttgaactgt 860 

aaaatttcca ctcatggacg atgcaaccaa cagatgeaat ctctgagaag atgaaaattg 920 

ggacctctta ttataaaatt gacctagctg gactcaggaa accagggaag aagtcaatgc 980 

aggcatttaa aatgtaaagt tttttctggt taaatctatt tatttttctt gtaggttgag 1040 

tatttcttcc cagtttttct gctctggtgt ataacaaaca ggtcaaaatt tcccatcttt 1100 

cctcctgata gtagttgaat cctaccttgc atacttaatg catagtgaaa tggcatctag 1160 

cagaaataca cacccccaaa acacaccacc atttcattag gtgcccaaaa aattctgtat 1220 

ttagcttatt tatttattgt tatttttget ttttcttaac ccactatata ttgactgcaa 1280 

acgaattaat aaattatccc ttctggaaaa aaaaaaaa 1318 



<210> 123 

<211> 853 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 31. .582 

<221> sigjpeptide 
<222> 31. .90 
<223> Von Heijne matrix 
score 5.4 

seq AFVIACVLSLIST/IY 

<221> polyA_signal 
<222> 816. .821 

<221> polyA_site 
<222> 840. .853 
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<400> 123 

ggaggatggg cgagcagtct gaatgccaga atg gat aac cgt ttt get aca gca 54 

Met Asp .Asn Arg Phe Ala Thr Ala 
-20 -15 



ttt 


gta 


att 


get 


tgt 




ctt 


age 


etc 


att 


tec 


acc 


ate 


tac 


atg 


gca 


102 


Phe 


Val 


lie 
-10 


Ala 


Cys 


Val 


Leu 


Ser 
-5 


Leu 


He 


Ser 


Thr 


He 
1 


Tyr 


Met 


Ala 




gec 


tec 


att 


99C 


aca 


gac 


ttc 


tgg 


tat 


gaa 


tat 


cga 


agt 


cca 


gtt 


caa 


150 


Ala 


Ser 


He 


Gly 


Thr 


Asp 


Phe 


Trp 


Tyr 


Glu 


Tyr Arg 


Ser 


Pro 


Val 


Gin 




5 










10 










15 










20 




gaa 


aat 


tec 


agt 


gat 


ttg 


aat 


aaa 


age 


ate* 


tgg 


gat 


gaa 


ttc 


att 


agt 


198 


Glu 


Asn 


Ser 


Ser 


Asp 


Leu 


Asn 


Lys 


Ser 


He 


Trp Asp 


Glu 


Phe 


He 


Ser 












25 










30 










35 






gat 


gaa 


gca 


gat 


gaa 


aag 


act 


tat 


aat 


gat 


gca 


cct 


ttt 


cga 


tac 


aat 


246 


Asp 


Glu 


Ala 


Asp 
40 


Glu 


Lys 


Thr 


Tyr 


Asn 
45 


Asp 


Ala 


Pro 


Phe 


Arg 
50 


Tyr 


Asn 




ggc 


aca 


gtg 


gga 


ttg 


tgg 


aga 


egg 


tgt 


ate 


acc 


ata 


ccc 


aaa 


aac 


atg 


2 94 


Gly Thr 


val 


Gly 


Leu 


Trp 


Arg 


Arg 


Cys 


lie 


Thr 


lie 


Pro 


Lys 


Asn 


Met 








55 










60 










€5 










cat 


tgg 


tat 


age 


cca 


cca 


gaa 


a gg 


aca 


gag 


tea 


ttt 


gat 


gtg 


gtc 


aca 


342 


His 


Trp 
70 


Tyr 


Ser 


Pro 


Pro 


Glu 
75 


Arg 


Thr 


Glu 


Ser 


Phe 
80 


Asp 


Val 


Val 


Thr 




aaa 


tgt 


gtg 


agt 


ttc 


aca 


eta 


act 


gag 


cag 


ttc 


atg 


9 a g 


aaa 


ttt 


gtt 


390 


Lys 


Cys 


Val 


Ser 


Phe 


Thr 


Leu 


Thr 


Glu 


Gin 


Phe 


Met 


Glu 


Lys 


Phe 


Val 




85 










90 










95 










100 




gat 


ccc 


gga 


aac 


cac 


aat 


age 


ggg 


att 


gat 


etc 


ctt 


agg 


acc 


tat 


ctt 


438 


Asp 


Pro 


Gly 


Asn 


His 
105 


Asn 


Ser 


Gly 


He 


Asp 
110 


Leu 


Leu 


Arg 


Thr 


Tyr 
115 


Leu 




tgg 


cgt 


tgc 


cag 


ttc 


ctt 


tta 


cct 


ttt 


gtg 


agt 


tta 


ggt 


ttg 


atg 


tgc 


486 


Trp 


Arg 


Cys 


Gin 
120 


Phe 


Leu 


Leu 


Pro 


Phe 
125 


Val 


Ser 


Leu 


Gly 


Leu 
130 


Met 


Cys 




ttt 


ggg 


get 


ttg 


ate 


gga 


ctt 


tgt 


get 


tgc 


att 


tgc 


cga 


age 


tta 


tat 


534 


Phe Gly 


Ala 


Leu 


He 


Gly 


Leu 


Cys 


Ala 


Cys 


He 


Cys 


Arg 


Ser 


Leu 


Tyr 








135 










140 










145 










ccc 


acc 


att 


gec 


acg 


ggc 


att 


etc 


cat 


etc 


ctt 


gca 


gat 


acc 


atg 


ctg 


582 


Pro 


Thr 


He 


Ala 


Thr 


Gly 


He 


Leu 


His 


Leu 


Leu 


Ala 


Asp 


Thr 


Met 


Leu 





150 




155 




160 






tgaagtccag 


gccacatgga 


ggtgtcctgt 


gtagatgetc 


cagctgaaat 


cccaagctaa 


642 


gctcccaact 


gacagccaac 


atcatttcca 


gccatgtgtg ggagccatcc 


tggatgtcca 


702 


gecttaacaa 


gecttcagag 


gacttcagcc 


acagctatta 


tcttactaca 


tccttgtgag 


762 


actctaataa 


agaaccaact 


agctgagccc 


aatcaaccta 


tggaactgat 


agaaataaaa 


822 


tgaattgttg 


ttttgcgaaa 


aaaaaaaaaa 


a 






853 



<210> 124 
<211> 826 
<212> DNA 

<213> Homo sapiens 

<220> 
<221>- CDS 
<222> 15. .695 

<221> sigjpeptide 
<222> 15. .80 
<223> Von Heijne matrix 
score 8 . 5 

seq AALLLGLMMWTG/DE 

<221> polyA_signal 
<222> 795. .800 
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<221> polyA_site 
<222> 814.. 826 

<400> 124 

aaccagaggt gccc atg ggt tgg aca atg agg ctg gtc aca gca gca ctg 50 
Met Gly Trp Thr Met Arg Leu Val Thr Ala Ala Leu 
-20 -is 
tta ctg ggt etc atg atg gtg gtc act gga gac gag gat gag aac age 98 
Leu Leu Gly Leu Met Met Val Val Thr Gly Asp Glu Asp Glu Asn Ser 
-10 -5 1 5 

ccg tgt gec cat gag gec etc ctg gac gag gac acc etc ttt tgc cag 146 
Pro Cys Ala His Glu Ala Leu Leu Asp Glu Asp Thr Leu Phe Cys Gin 

10 15 20 

ggc ctt gaa gtt ttc tac cca gag ttg ggg aac att ggc tgc aag gtt 194 
Gly Leu Glu Val Phe Tyr Pro Glu Leu Gly Asn lie Gly Cys Lys Val 

25 30 35 

gtt cct gat tgt aac aac tac aga cag aag ate acc tec tgg atg gag 242 
Val Pro Asp Cys Asn Asn Tyr Arg Gin Lys He Thr Ser Trp Met Glu 

40 45 50 

ccg ata gtc aag ttc ccg ggg gec gtg gac ggc gca acc tat ate ctg 290 
Pro He Val Lys Phe Pro Gly Ala Val Asp Gly Ala Thr Tyr He Leu 
55 60 65 70 

gtg atg gtg gat cca gat gee cct age aga gca gaa ccc aga cag aga 33 8 

Val Met Val Asp Pro Asp Ala Pro Ser Arg Ala Glu Pro Arg Gin Arg 

75 80 85 

ttc tgg aga cat tgg ctg gta aca gat ate aag ggc gec gac ctg aag 386 
Phe Trp Arg His Trp Leu Val Thr Asp He Lys Gly Ala Asp Leu Lys 

90 95 100 

aaa ggg aag att cag ggc cag gag tta tea gee tac cag get ccc tec 434 
Lys Gly Lys He Gin Gly Gin Glu Leu Ser Ala Tyr Gin Ala Pro Ser 

105 no us 

cca ccg gca cac agt ggc ttc cat cgc tac cag ttc ttt gtc tat ctt 4 82 

Pro Pro Ala His Ser Gly Phe His Arg Tyr Gin Phe Phe Val Tyr Leu 

120 125 130 

cag gaa gga aag gtc ate tct etc ctt ccc aag gaa aac aaa act cga 530 
Gin Glu Gly Lys Val He Ser Leu Leu Pro Lys Glu Asn Lys Thr Arg 
I 35 140 145 150 

ggc tct tgg aaa atg gac aga ttt ctg aac cgt ttc cac ctg ggc gaa 578 
Gly Ser Trp Lys Met Asp Arg Phe Leu Asn Arg Phe His Leu Gly Glu 

155 ' 160 165 

cct gaa gca age acc cag ttc atg acc cag aac tac cag gac tea cca 626 
Pro Glu Ala Ser Thr Gin Phe Met Thr Gin Asn Tyr Gin Asp Ser Pro 

170 175 180 

acc etc cag get ccc aga gaa agg gee age gag ccc aag cac aaa aac 674 
Thr Leu Gin Ala Pro Arg Glu Arg Ala Ser Glu Pro Lys His Lys Asn 

185 190 195 

ca 9 gcg gag ata get gec tgc tagatagecg getttgecat ccgggcatgt 725 
Gin Ala Glu He Ala Ala Cys 
200 205 
ggccacactg cccaccaccg acgatgtggg tatggaaccc cctctggata cagaacccct 785 
tcttttccaa ataaaaaaaa aatcatccaa aaaaaaaaaa a 826 



<210> 125 
<211> 571 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
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<222> 74. .295 

<221> sig_peptide 
<222> 74. .196 
<223> Von Heijne matrix 
score 5.4 

seq RLLYIGFLGYCSG/LI 

<221> polyA_signal 
<222> 545. .550 

<221> polyA_site 
<222> 561. .571 

<400> 125 

cgggtagtgg tcgtcgtggt tttccttgta gttcgtggtc tgagaccagg cctcaagtgg 60 

aaacggcgtc acc atg ate gca egg egg aac cca gta ccc tta egg ttt 109 

Met lie Ala Arg Arg Asn Pro Val Pro Leu Arg Phe 











-40 










-35 










-30 




ctg 


ccg 


gat 


gag 


gec egg 


age 


ctg 


ccc 


ccg 


ccc 


aag 


ctg 


acc 


gac 


ccg 


157 


Leu 


Pro 


Asp 


Glu 


Ala Arg 
-25 


Ser 


Leu 


Pro 


Pro 
-20 


Pro 


Lys 


Leu 


Thr 


Asp 
-15 


Pro 




egg 


etc 


etc 


tac 


ate ggc 


ttc 


ttg 


ggc 


tac 


tgc 


tec 


ggc 


ctg 


att 


gat 


205 


Arg 


Leu 


Leu 


Tyr 


He Gly 


Phe 


Leu Gly 


Tyr 


Cys 


Ser 


Gly Leu 


lie 


Asp 










-10 








-5 










1 








aac 


ctg 


ate 


egg 


egg agg 


ccg 


ate 


gcg 


acg 


get 


ggt 


ttg 


cat 


cgc 


cag 


253 


Asn 


Leu 


He 


Arg 


Arg Arg 


Pro 


He 


Ala 


Thr 


Ala Gly 


Leu 


His 


Arg 


Gin 






5 








10 










15 












Ctt 


eta 


tat 


att 


acg gee 


ttt 


ttt 


ttg 


ctg 


gat 


att 


ate 


ttg 






295 


Leu 


Leu 


Tyr 


He 


Thr Ala 


Phe 


Phe 


Leu 


Leu 


Asp 


He 


He 


Leu 








20 








25 










30 















taaaacgtga agactacctg tatgctgtga gggaccgtga aatgtttgga tatatgaaat 355 

tacatccaga ggattttcct gaagaagata agaaaacata tggtgaaatt tttgaaaaat 415 

tccatccaat acgttgaagt cttcaaaatg cttgctccag tttcactgat acctgctgtt 475 

cctgaatttg atggaacatg tttcttatga cagttgaagc ttatgctaat ctgtatgttg 535 

acaccttgta attaaaatac gtaccaaaaa aaaaaa 571 



<210> 126 
<211> 659 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 440. .658 

<221> polyA_signal 
<222> 601. .606 

<400> 126 

cgccttacga gctgggaggt ggtgcctctc acccagctaa ttgetctcta gcccttggcc 60 

ttcacaggtg ttggtgcctg ccgtgaacgc attctgacct gggcegtate tgtctcccaa 12 0 

gactttgtgc ctatggttgg ggacagagtg aggtcgttgc cttgacgacg acagcatgeg 180 

gcccgtggtc ctcctaagtg tgagcttgcg geggaccgag gcccacctgc ctccctgcct 24 0 

gcttcgccca ggactcgtga ctgcgtccgc agaagaaatc acaacagcgc tggaattget 300 

agtttgctag gcagcatctt ttggacctgc gaaccatatg catttcacct caaatctgtt 360 

tccaagttga aaacctttgg gtctttctat gegaaeggat tgaagaaacg caaaaagttt 42 0 

etaeggaett taaattaaa atg gaa aaa tat gaa aac ctg ggt ttg gtt gga 472 

Met Glu Lys Tyr Glu Asn Leu Gly Leu Val Gly 
15 10 
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gaa 


ggg 


agt 


tat 


gga 


atg 


gtg 


atg 


aag 


tgt 


agg 


aat 


aaa 


gat 


act 


gg a 


520 


Glu Gly 


Ser 


Tyr 


Gly Met 


Val 


Met 


Lys 


Cys 


Arg 


Asn 


Lys 


Asp 


Thr 


Gly 










15 










20 










25 








aga 


att 


crtq 


gcc 


ata 


aag 


aag 


ttc 


tta 


gaa 


agt 


gac 


gat 


gac 


aaa 


atg 


568 


Arg 


He 


Val 


Ala 


He 


Lys 


Lys 


Phe 


Leu 


Glu 


Ser 


Asp 


Asp Asp 


Lys 


Met 








30 










35 










40 










gtt 


aaa 


aag 


att 


gca 


atg 


cga 


gaa 


gtc 


aag 


tta 


eta 


aag 


caa 


ctt 


agg 


616 


Val 


Lys 
45 


Lys 


He 


Ala 


Met 


Arg 

50 


Glu 


Val 


Lys 


Leu 


Leu 
55 


Lys 


Gin 


Leu 


Arg 




cat 


gaa 


aac 


ttg 


gtg 


aat 


etc 


ttg 


gaa 


gtg 


tgt 


aaa 


aaa 


aaa 


a 




659 


His 


Glu 


Asn 


Leu 


Val 


Asn 


Leu 


Leu 


Glu 


Val 


Cys 


Lys 


Lys 


Lys 









60 65 70 



<210> 127 
<211> 301 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 38 . .283 

<221> sigjpeptide 
<222> 38. .85 
<223> Von Heijne matrix 
score 4.1 

seq LL PATS LAG PVL S / TL 

<221> polyA_ signal 
<222> 257. .262 

<400> 127 

cacctgaatc ccaggaaccc tcaatgaggt cttcaag atg aag aga ctg ctg cca 55 

Met Lys Arg Leu Leu Pro 
-15 

get acc age ctg get ggc cct gtc ctg tec ace etc att gcc cca act 103 

Ala Thr Ser Leu Ala Gly Pro Val Leu Ser Thr Leu He Ala Pro Thr 

-10 -5 15 

ccc atg ttg ttt tgt gaa gat aaa age tgg gat ctt ttt ctt ttt ttt 151 

Pro Met Leu Phe Cys Glu Asp Lys Ser Trp Asp Leu Phe Leu Phe Phe 

10 15 20 

aag tct cac aag aca tgg ggc ate tec aca aat tta agt tec tgt cca 199 
Lys Ser His Lys Thr Trp Gly He Ser Thr Asn Leu Ser Ser Cys Pro 

25 30 35 

ttt gga aat ttg ttt eta tgt gta cag ttt gtc aga gaa aaa caa agt 24 7 

Phe Gly Asn Leu Phe Leu Cys Val Gin Phe Val Arg Glu Lys Gin Ser 

40 45 50 

ttt tgt atg aat aca gaa tgt gat tta cgc aag aat tgacaaaaaa 293 
Phe Cys Met Asn Thr Glu Cys Asp Leu Arg Lys Asn 
55 60 65 

aaaaaaaa 301 



<210> 128 
<211> 477 
<212> DNA 

<213> Homo sapiens 



<220> 
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<221> CDS 
<222> 121. .477 

<221> sig_peptide 
<222> 121. .288 
<223> Von Heijne matrix 
score 3.5 

seq SSCADSFVSSSSS/QP 
<400> 128 

cctcggagca ggcggagtaa agggacttga gcgagccagt tgccggatta ttctatttcc 60 
cctccctctc tcccgccccg tatctctttt cacccttctc ccaccctcgc tcgcgtagcc 120 
atg gcg gag ccg teg gcg gec act cag tec cat tec ate tec teg teg 168 
Met Ala Glu Pro Ser Ala Ala Thr Gin Ser His Ser lie Ser Ser Ser 

-55 -50 -45 

tec ttc gga gee gag ccg tec gcg ccc ggc ggc ggc ggg age cca gga 216 
Ser Phe Gly Ala Glu Pro Ser Ala Pro Gly Gly Gly Gly Ser Pro Gly 
-40 " -35 -30 -25 

gee tgc ccc gee ctg ggg acg aag age tgc age tec tec tgt gcg gat 264 
Ala Cys Pro Ala Leu Gly Thr Lys Ser Cys Ser Ser Ser Cys Ala Asp 

-20 -15 -10 

tec ttt gtt tct tec tct tec tct cag cct gta tct eta ttt teg ace 312 
Ser Phe Val Ser Ser Ser Ser Ser Gin Pro Val Ser Leu Phe Ser Thr 

-5 15 
tea caa gag gga ttg age tct ctt tgc tct gat gag cca tct tea gaa 360 
Ser Gin Glu Gly Leu Ser Ser Leu Cys Ser Asp Glu Pro Ser Ser Glu 

10 15 20 

att atg act tct tec ttt ctt tea tct tct gaa ata cat aac act ggc 408 
lie Met Thr Ser Ser Phe Leu Ser Ser Ser Glu lie His Asn Thr Gly 
25 30 35 40 

ctt aca ata eta cat gga gaa aaa age cat gtg tta ggg age cag cct 456 
Leu Thr lie Leu His Gly Glu Lys Ser His Val Leu Gly Ser Gin Pro 

45 50 55 

att tta gee aaa aaa aaa aaa 477 
lie Leu Ala Lys Lys Lys Lys 
60 



<210> 129 
<211> 323 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 2 . .163 

<221> polyA_signal 
<222> 292. .297 

<221> polyA_site 
<222> 310. .323 

<400> 129 

a get ttc gtg tgg gag cca get atg gtg egg ate aat gcg ctg aca gca 49 
Ala Phe Val Trp Glu Pro Ala Met Val Arg lie Asn Ala Leu Thr Ala 
15 10 15 

gee tct gag get gcg tgc ctg ate gtg tct gta gat gaa acc ate aag 97 

Ala Ser Glu Ala Ala Cys Leu lie Val Ser Val Asp Glu Thr lie Lys 
20 25 30 

aac ccc cgc teg act gtg gat get ccc aca gca gca ggc egg ggc cgt 145 
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Asn Pro Arg Ser Thr Val Asp Ala Pro Thr Ala Ala Gly Arg Gly Arg 

35 40 45 

ggt cgt ggc cgc ccc cac tgagaggcac cccacccatc acatggctgg 193 
Gly Arg Gly Arg Pro His 
50 

ctggctgctg ggtgcactta ccctccttgg cttggttact tcattttaca aggaaggggt 253 
agtaattggc ccactctctt cttactggag gctatttaaa taaaatgtaa gacttcaaaa 313 
aaaaaaaaaa 323 



<210> 130 
<211> 1392 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 46. .675 

<221> sig__peptide 
<222> 46. .87 
<223> Von Heijne matrix 
score 5.3 

seq LTLLGLSFILAGL/IV 

<22l> polyA_signal 
<222> 1364. .1369 

<221> polyA_site 
<222> 1383 . .1392 



<400> 130 

ctccgagttg ccacccagga aaaagagggc tcctctggga gatgt atg ctt act etc 57 

Met Leu Thr Leu 



tta 


ggc 


ctt 


tea 


ttc 


ate 


ttg 


gca 


gga 


ctt 


att 


gtt 


ggt 


gga 


gec 


tgc 


105 


Leu Gly 


Leu 


Ser 


Phe 


He 


Leu 


Ala 


Gly 


Leu 


He 


Val 


Gly 


Gly 


Ala 


Cys 




-10 










-5 










1 








5 






att 


tac 


aag 


tac 


ttc 


atg 


ccc 


aag 


age 


acc 


att 


tac 


cgt 


gga 


gag 


atg 


153 


lie Tyr 


Lys 


Tyr 


Phe 


Met 


Pro 


Lys 


Ser 


Thr 


He 


Tyr 


Arg 


Gly 


Glu 


Met 










10 










15 










20 








tgc 


ttt 


ttt 


gat 


tct 


gag 


gat 


cct 


gca 


aat 


tec 


ctt 


cgt 


gga 


gga 


gag 


201 


Cys 


Phe 


Phe 


Asp 


Ser 


Glu 


Asp 


Pro 


Ala 


Asn 


Ser 


Leu 


Arg 


Gly 


Gly 


Glu 








25 










30 










35 










cct 


aac 


ttc 


ctg 


cct 


gtg 


act 


gag 


gag 


get 


gac 


att 


cgt 


gag 


gat 


gac 


249 


Pro 


Asn 


Phe 


Leu 


Pro 


Val 


Thr 


Glu 


Glu 


Ala 


Asp 


He 


Arg 


Glu 


Asp 


Asp 






40 










45 










50 












aac 


att 


gca 


ate 


att 


gat 


gtg 


cct 


gtc 


ccc 


agt 


ttc 


tct 


gat 


agt 


gac 


297 


Asn 


lie 


Ala 


He 


He 


Asp 


Val 


Pro 


Val 


Pro 


Ser 


Phe 


Ser 


Asp 


Ser 


Asp 




55 










60 










65 










70 




cct 


gca 


gca 


att 


att 


cat 


gac 


ttt 


gaa 


aag 


gga 


atg 


act 


get 


tac 


ctg 


345 


Pro 


Ala 


Ala 


He 


He 


His 


Asp 


Phe 


Glu 


Lys 


Gly Met 


Thr 


Ala 


Tyr 


Leu 












75 










80 










85 






gac 


ttg 


ttg 


ctg 


ggg 


ate 


tgc 


tat 


ctg 


atg 


ccc 


etc 


aat 


act 


tct 


att 


393 


Asp 


Leu 


Leu 


Leu 


Gly 


He 


Cys 


Tyr 


Leu 


Met 


Pro 


Leu 


Asn 


Thr 


Ser 


He 










90 










95 










100 








gtt 


atg 


cct 


cca 


aaa 


aat 


ctg 


gta 


gag 


etc 


ttt 


ggc 


aaa 


ctg 


gcg 


agt 


441 


Val 


Met 


Pro 


Pro 


Lys 


Asn 


Leu 


Val 


Glu 


Leu 


Phe Gly 


Lys 


Leu 


Ala 


Ser 








105 










110 










115 










ggc aga 


tat 


ctg 


cct 


caa 


act 


tat 


gtg 


gtt 


cga 


gaa 


gac 


eta 


gtt 


get 


489 


Gly Arg 


Tyr 


Leu 


Pro 


Gin 


Thr 


Tyr 


Val 


val 


Arg 


Glu 


Asp 


Leu 


Val 


Ala 





120 125 130 
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585 



633 



gtg gag s aa att c 9 t 9 at 9 tt: agt aac ctt ggc atc ttt: att tac caa 537 

Val Glu Glu lie Arg Asp Val Ser Asn Leu Gly He Phe He Tyr Gin 
135 140 145 150 

ctt tgc aat aac aga aag tec ttc cgc ctt cgt cgc aga gac etc ttg 
Leu Cys Asn Asn Arg Lys Ser Phe Arg Leu Arg Arg Arg Asp Leu Leu 

155 160 165 

ctg ggt ttc aac aaa cgt gec att gat aaa tgc tgg aag att aga cac 
Leu Gly Phe Asn Lys Arg Ala He Asp Lys Cys Trp Lys He Arg His 

170 175 180 

ttc ccc aac gaa ttt att gtt gag acc aag atc tgt caa gag 675 
Phe Pro Asn Glu Phe lie Val Glu Thr Lys He Cys Gin Glu 

185 190 195 

taagaggcaa cagatagagt gtccttggta ataagaagtc agagatttac aatatgactt 735 
taacattaag gtttatggga tactcaagat atttactcat gcatttactc tattgettat 795 
gctttaaaaa aaggaaaaaa aaaaaactac taaccactgc aagctcttgt caaattttag 855 
tttaattggc attgcttgtt ttttgaaact gaaattacat gagtttcatt ttttctttgc 915 
atttataggg tttagatttc tgaaagcagc atgaatatat cacctaacat cctgacaata 975 
aattccatcc gttgtttttt ttgtttgttt gttttttctt ttcctttaag taagctcttt 1035 
attcatctta tggtggagca attttaaaat ttgaaatatt ttaaattgtt tttgaacttt 1095 
ttgtgtaaaa tatatcagat ctcaacattg ttggtttctt ttgtttttca ttttgtacaa 1155 
ctttcttgaa tttagaaatt acatctttgc agttctgtta ggtgctctgt aattaacctg 1215 
acttatatgt gaacaatttt catgagacag tcatttttaa etaatgeagt gattctttct 1275 
cactactatc tgtattgtgg aatgcacaaa attgtgtagg tgctgaatgc tgtaaggagt 1335 
ttaggttgta tgaattctac aaccctataa taaattttac tctatacaaa aaaaaaa 1392 



<210> 131 
<211> 999 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 62. .385 

<221> polyA_signal 
<222> 974 . .979 

<221> polyA_site 
<222> 987. .999 

<400> 131 



cctgaatgac ttgaatgttt ccccgcctga gctaacagtc catgtgggtg attcagctct 
9 a tg gga tgt gtt ttc cag age aca gaa gac aaa tgt ata ttc aag ata 
Met Gly Cys Val Phe Gin Ser Thr Glu Asp Lys Cys He Phe Lys He 



1 








5 










10 








15 




gac 


tgg 


act 


ctg 


tea 


cca 


gga 


gag 


cac 


gec aag 


gac 


gaa 


tat 


gtg 


eta 


157 


Asp 


Trp 


Thr 


Leu 


Ser 


Pro Gly 


Glu 


His 


Ala Lys 


Asp 


Glu 


Tyr 


Val 


Leu 








20 
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30 








tac 


tat 


tac 


tec 


aat 


etc 


agt 


gtg 


cct 


att ggg 


cgc 


ttc 


cag 


aac 


cgc 


205 


Tyr 


Tyr 


Tyr 


Ser 


Asn 


Leu 


Ser 


Val 


Pro 


He Gly 


Arg 


Phe 


Gin 


Asn 


Arg 






35 










40 








45 










gta 


cac 


ttg 


atg 


ggg 


gac 


atc 


tta 


tgc 


aat gat 


ggc 


tct 


etc 


ctg 


etc 


253 


Val 


His 
50 


Leu 


Met 


Gly 


Asp 


He 
55 


Leu 


Cys 


Asn Asp 


Gly 
60 


Ser 


Leu 


Leu 


Leu 




caa 


gat 


gtg 


caa 


gag 


get 


gac 


cag 


gga 


acc tat 


atc 


tgt 


gaa 


atc 


cgc 


301 


Gin 


Asp 


Val 


Gin 


Glu 


Ala 


Asp 


Gin 


Gly 


Thr Tyr 


He 


Cys 


Glu 


He 


Arg 




65 








70 








75 










80 




etc 


aaa 


999 


gag 


age 


cag 


gtg 


ttc 


aag 


aag gcg 


gtg 


gta 


ctg 


cat 


gtg 


349 


Leu 


Lys 


Gly 


Glu 


Ser 


Gin 


val 


Phe 


Lys 


Lys Ala 


Val 


Val 


Leu 


His 


Val 










85 










90 








95 
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ctt cca gag gag ccc aaa ggt acg caa atg ctt act taaagagggg 395 
Leu Pro Glu Glu Pro Lys Gly Thr Gin Met Leu Thr 

100 105 

ccaaggggca agagctttca tgtgcaagag gcaaggaaac tgattatctt gagtaaatgc 455 

cagcctttgg gctaagtact taccacagag tgaatcttca aaaaatgatc ataattattt 515 

cagtcaataa aaatagagtt attttattaa ataaaatatt gataattatt gtattattac 575 

tttaaacaca cttccccctc acaaaagccc tgtgaaggat gttttgttca catatatgtc 635 

caaatatgtt ttggacacat atttattaaa tggaataaat agtacttgaa ccctggcacc 695 

tctgacaaca aagtccatgt tctttttact atgccctaat acctttcatc agttatccac 755 

attgatgcta catctgtatt ttataggtac cctatgttag gtgttctggg ggatagaaaa 815 

gaaataagca ggccaggctc agtggctcat gcctgtaatc ctagcatttt gggaggctga 875 

ggcagcagaa ctgcctgagc cccagggttc aagactgcag tgagctatga tggcaccact 935 

gcattctagc ctgggtgaca gagcaagact ctgtctaaaa taaaaaaaga gaaaaaaaaa 995 

aaaa 999 



<210> 132 

<211> 725 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 422. .550 

<221> sig_peptide 
<222> 422. .475 
<223> Von Heijne matrix 
score 4.5 

seq LRWLMPVIPALWG/AE 

<221> polyA_site 
<222> 714. .725 

<400> 132 

tctgcgaggg tgggagagaa aattaggggg agaaaggaca gagagagcaa ctaccatcca 60 

tagccagata ggtgagtaaa tatatttgca gtaacctatt tgctattcct tgctgcaact 120 

gtgtttaatg ttccttccag aatcagagag agtattgcca tccaagaaat cgtttttaga 180 

tatgacattt gagctatcat cttgagacca atacctaaaa caatttcagt ttaagaaatg 240 

tctaggtatg gtgaaaacac agtttaaaac cagcaaaaca gaatttattg ccctcagcga 3 00 

atacccacaa tgtacatata ccttgtattt ctgaaagcaa agcaagcatg ccaagtagtt 360 

tttatttacc tgtacctata atacagcaag gtgaaacagg atatattttt gaagtttaaa 420 

a atg tct tea ggc egg ctg egg tgg etc atg cct gta ate cca gca ctt 469 
Met Ser Ser Gly Arg Leu Arg Trp Leu Met Pro Val lie Pro Ala Leu 
-15 -10 -5 

tgg gga gec gag aag ggt gaa tea cct gag gtc age agt ttt gag acc 517 
Trp Gly Ala Glu Lys Gly Glu Ser Pro Glu Val Ser Ser Phe Glu Thr 

15 10 

agg ctg gec aac atg gcg aaa ccc tgt etc tac tgaaaataca aaaattagct 570 
Arg Leu Ala Asn Met Ala Lys Pro Cys Leu Tyr 
15 20 25 

Sggtgtggtg gcgggcgcct gtagtcccag ctacttggga gactgaggca ggagaattgc 630 

ttgaacaegg aaggcggaag ttgcagtaag ctgagatcgt gccaccgcac accagcttgg 690 

gcaacagagt gagactccct ctcaaaaaaa aaaaa 725 



<210> 133 
<211> 400 
<212> DNA 

<213> Homo sapiens 
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<220> 
<221> CDS 
<222> 124. .231 

<221> polyA_site 
<222> 387. .400 

<400> 133 

ctcgcctctc ctggcttctg gtatgcacca gcaattcctg gcgttccttg gctcctagaa 60 
gcatcactcc tatcacatgg tcatcttcac cctgtgtgtc ttcacactac cctttctctg 120 
tgc atg tct gcc cga ate cct ttt tat aag gac acc agt cag att aga 168 
Met Ser Ala Arg lie Pro Phe Tyr Lys Asp Thr Ser Gin lie Arg 
15 10 15 

tta ggg tct acc ata ata cct cat ttt aac tta ate acc ttt gta aag 216 
Leu Gly Ser Thr lie He Pro His Phe Asn Leu He Thr Phe Val Lys 

20 25 30 

acc ttt ttc caa ata tagtcactct ctgaggtact gatggttagg atctcaacat 271 
Thr Phe Phe Gin He 
35 

accttttttg ggaggacaca attgaaccca taacagggtg tttgcaagga agagttaaaa 331 
tttgaaagaa aggtggtatt tgcttagata gatagggcac agctttctag gtgacaaaaa 3 91 
aaaaaaaaa 4 00 



<210> 134 
<211> 1053 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 131. .1051 

<22l> sigjpeptide 
<222> 131. .169 
<223> Von Heijne matrix 
score 4 . 2 

seq MLAVSLTVPLLGA/MM 

<22l> polyA_signal 
<222> 1019. .1024 

<400> 134 

gagegaggeg gaegggctge gacagcgccg gcccctgcgg ccgcaggtcg tcacagacga 60 
tgatggccag gccccggagg etaaggaegg cagctccttt ageggcagag ttttccgagt 120 
gaccttcttg atg ctg get gtt tct etc acc gtt ccc ctg ctt gga gcc 169 
Met Leu Ala Val Ser Leu Thr Val Pro Leu Leu Gly Ala 
-10 -5 
atg atg ctg ctg gaa tct cct ata gat cca cag cct etc age ttc aaa 217 
Met Met Leu Leu Glu Ser Pro He Asp Pro Gin Pro Leu Ser Phe Lys 
15 10 15 

gaa ccc ccg etc ttg ctt ggt gtt ctg cat cca aat acg aag ctg cga 265 
Glu Pro Pro Leu Leu Leu Gly Val Leu His Pro Asn Thr Lys Leu Arg 

20 25 30 

cag gca gaa agg ctg ttt gaa aat caa ctt gtt gga ccg gag tec ata 313 
Gin Ala Glu Arg Leu Phe Glu Asn Gin Leu Val Gly Pro Glu Ser He 

35 40 45 

gca cat att ggg gat gtg atg ttt act ggg aca gca gat ggc egg gtc 361 
Ala His lie Gly Asp Val Met Phe Thr Gly Thr Ala Asp Gly Arg Val 
50 55 60 
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gta 


aaa 


ctt 


gaa 


aat 


ggt 


gaa 


ata 


gag 


acc 


att 


gee 


egg 


ttt 


ggt 


teg 


409 


Val 


Lys 


Leu 


Glu 


Asn 


Gly 


Glu 


He 


Glu 


Thr 


He 


Ala 


Arg 


Phe 


Gly 


Ser 




65 










70 










75 










80 




ggc 


cct 


tgc 


aaa 


acc 


cga 


gat 


gat 


gag 


cct 


gtg 


tgt 


ggg 


aga 


ccc 


ctg 


457 


Gly 


Pro 


Cys 


Lys 


Thr 
85 


Arg 


Asp 


Asp 


Glu 


Pro 
90 


Val 


Cys 


Gly 


Arg 


Pro 
95 


Leu 




ggt 


ate 


cgt 


gca 


ggg 


ccc 


aat 


ggg 


act 


etc 


ttt 


gtg 


gee 


gat 


gca 


tgc 


505 


Gly 


He 


Arg 


Ala 
100 


Gly 


Pro 


Asn 


Gly 


Thr 
105 


Leu 


Phe 


Val 


Ala 


Asp 
110 


Ala 


Cys 




aag 


gga 


eta 


ttt 


gaa 


gta 


aat 


ccc 


tgg 


aaa 


cgt 


gaa 


gtg 


aaa 


ctg 


ctg 


553 


Lys Gly 


Leu 


Phe 


Glu 


Val 


Asn 


Pro 


Trp 


Lys 


Arg 


Glu 


Val 


Lys 


Leu 


Leu 








115 










120 










125 










ctg 


tec 


tec 


gag 


aca 


ccc 


att 


gag 


ggg 


aag 


aac 


atg 


tec 


ttt 


gtg 


aat 


601 


Leu 


Ser 
130 


Ser 


Glu 


Thr 


Pro 


He 
135 


Glu 


Gly 


Lys 


Asn 


Met 
140 


Ser 


Phe 


Val 


Asn 




gat 


ctt 


aca 


gtc 


tct 


cag 


gat 


ggg 


agg 


aag 


att 


tat 


ttc 


acc 


gat 


tct 


649 


Asp 


Leu 


Thr 


val 


Ser 


Gin 


Asp 


Gly 


Arg 


Lys 


He 


Tyr 


Phe 


Thr 


Asp 


Ser 




145 










150 










155 










160 




age 


age 


aaa 


tgg 


caa 


aga 


cga 


gac 


tac 


ctg 


ctt 


ctg 


gtg 


atg 


gag 


ggc 


697 


Ser 


Ser 


Lys 


Trp 


Gin 
165 


Arg 


Arg 


Asp 


Tyr 


Leu 
170 


Leu 


Leu 


Val 


Met 


Glu 
175 


Gly 




aca 


gat 


gac 


ggg 


cgc 


ctg 


ctg 


gag 


tat 


gat 


act 


gtg 


acc 


agg 


gaa 


gta 


745 


Thr Asp 


Asp 


Gly 


Arg 


Leu 


Leu 


Glu 


Tyr 


Asp 


Thr 


Val 


Thr 


Arg 


Glu 


Val 










180 










185 










190 








aaa 


gtt 


tta 


ttg 


gac 


cag 


ctg 


egg 


ttc 


ccg 


aat 


gga 


gtc 


cag 


ctg 


tct 


793 


Lys 


Val 


Leu 
195 


Leu 


Asp 


Gin 


Leu 


Arg 
200 


Phe 


Pro 


Asn 


Gly 


Val 
205 


Gin 


Leu 


Ser 




cct 


gca 


gaa 


gac 


ttt 


gtc 


ctg 


gtg 


gca 


gaa 


aca 


acc 


atg 


gee 


agg 


ata 


841 


Pro 


Ala 
210 


Glu 


Asp 


Phe 


Val 


Leu 
215 


Val 


Ala 


Glu 


Thr 


Thr 
220 


Met 


Ala 


Arg 


He 




cga 


aga 


gtc 


tac 


gtt 


tct 


ggc 


ctg 


atg 


aag 


ggc 


ggg 


get 


gat 


ctg 


ttt 


889 


Arg Arg 


Val 


Tyr 


Val 


Ser 


Gly 


Leu 


Met 


Lys 


Gly 


Gly 


Ala 


Asp 


Leu 


Phe 




225 










230 










235 










240 




gtg 


gag 


aac 


atg 


cct 


gga 


ttt 


cca 


gac 


aac 


ate 


egg 


ccc 


age 


age 


tct 


937 


val 


Glu 


Asn 


Met 


Pro 
245 


Gly 


Phe 


Pro 


Asp 


Asn 
250 


He 


Arg 


Pro 


Ser 


Ser 
255 


Ser 




ggg 


ggg 


tac 


tgg 


gtg 


ggc 


atg 


teg 


acc 


ate 


cgc 


cct 


aac 


cct 


ggg 


ttt 


985 


Gly Gly 


Tyr 


Trp 


val 


Gly 


Met 


Ser 


Thr 


He 


Arg 


Pro 


Asn 


Pro 


Gly 


Phe 










260 










265 










270 








tec 


atg 


ctg 


gat 


ttc 


tta 


tct 


gag 


aga 


ccc 


tgg 


att 


aaa 


agg 


atg 


att 


1033 


Ser 


Met 


Leu 
275 


Asp 


Phe 


Leu 


Ser 


Glu 
280 


Arg 


Pro 


Trp 


He 


Lys 
285 


Arg 


Met 


He 




ttt 


aag 


gca 


aaa 


aaa 


aaa 


aa 




















1053 


Phe 


Lys 


Ala 


Lys 


Lys 


Lys 

























290 



<210> 135 
<211> 1128 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 86. .403 

<221> sig_peptide 
<222> 86. .181 
<223> Von Heijne matrix 
score 8 . 8 

seq VPMLLLIVGGSFG/LR 
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<2 21> polyA_signal 
<222> 1097. .1102 



<221> polyA_site 
<222> 1117. .1128 



<400> 135 

cgtcttggtg agagcgtgag ctgctgagat ttgggagtct gcgctaggcc cgcttggagt 60 



tctgagccga tggaagagtt cactc 


atg 


ttt 


gca 


ccc 


gcg 


gtg 


atg 


cgt 


get 


112 














Met 


Phe 


Ala 


Pro 


Ala 


Val 


Met 


Arg 


Ala 




















-30 










-25 






ttt cgc 


aag 


aac 


aag 


act 


etc 


gg c 


tat 


gga 


gtc 


ccc 


atg 


ttg 


ttg 


ctg 


160 


Phe Arg 


Lys 


Asn 


Lys 


Thr 


Leu 


Gly 


Tyr 


Gly 


Val 


Pro 


Met 


Leu 


Leu 


Leu 








-20 










-15 










-10 








att gtt 


gga 


ggt 


tct 


ttt 


ggt 


ctt 


cgt 


gag 


ttt 


tct 


caa 


ate 


cga 


tat 


208 


lie Val 


Gly 
-5 


Gly 


Ser 


Phe 


Gly 


Leu 
1 


Arg 


Glu 


Phe 


Ser 
5 


Gin 


He 


Arg 


Tyr 




gat get 


gtg 


aag 


agt 


aaa 


atg 


gat 


cct 


gag 


ctt 


gaa 


aaa 


aaa 


ctg 


aaa 


256 


Asp Ala 


Val 


Lys 


Ser 


Lys 


Met 


Asp 


Pro 


Glu 


Leu 


Glu 


Lys 


Lys 


Leu 


Lys 




10 








15 










20 










25 




gag aat 


aaa 


ata 


tct 


tta 


gag 


teg 


gaa 


tat 


gag 


aaa 


ate 


aaa 


gac 


tec 


304 


Glu Asn 


Lys 


He 


Ser 


Leu 


Glu 


Ser 


Glu 


Tyr 


Glu 


Lys 


He 


Lys 


Asp 


Ser 










30 










35 










40 






aag ttt 


gat 


gac 


tgg 


aag 


aat 


att 


cga 


gga 


ccc 


agg 


cct 


tgg 


gaa 


gat 


352 


Lys Phe 


Asp 


Asp 


Trp 


Lys 


Asn 


He 


Arg 


Gly 


Pro 


Arg 


Pro 


Trp 


Glu 


Asp 








45 










50 










55 








cct gac 


etc 


etc 


caa 


gga 


aga 


aat 


cca 


gaa 


age 


ctt 


aag 


act 


aag 


aca 


400 


Pro Asp 


Leu 


Leu 


Gin 


Gly 


Arg 


Asn 


Pro 


Glu 


Ser 


Leu 


Lys 


Thr 


Lys 


Thr 






60 










65 










70 











act tgactctget gattcttttt teennntttt ttttttttta aataaaaata 453 
Thr 



ctattaactg gacttcctaa tatatacttc tatcaagtgg aaaggaaatt ccaggcccat 513 

ggaaacttgg atatgggtaa tttgatgaca aataatcttc actaaaggtc atgtacaggt 573 

ttttatactt cccagctatt ccatctgtgg atgaaagtaa caatgttggc caegtatatt 633 

ttacacctcg aaataaaaaa tgtgaatact gctccaaaaa aaaaaaccag taccgtgtag 693 

tctctctcgt ggcttggatt tacactgggc aacgtggttg gaatgtatct ggctcagaac 753 

tatgatatac caaacctggc taaaaaactt gaagaaatta aaaaggactt ggatgccaag 813 

aagaaacccc ctagtgcatg agactgcctc cagcactgcc ttcaggatat accgattcta 873 

ctgctcttga gggcctcgtt tactatctga accaaaagct tttgttttcg tctccagcct 933 

cagcacttct ettctttget agaccctgtg ttttttgett taaagcaagc aaaatggggc 993 

cccaatttga gaactacccg acgtttccaa catactcacc tcttcccata atccctttcc 1053 

aactgeatgg gaggttctaa gactggaatt atggtgctag attagtaaac atgactttta 1113 

acgaaaaaaa aaaaa 112 8 



<210> 136 

<211> 254 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 37. .162 

<221> sig_peptide 
<222> 37. .93 
<223> Von Heijne matrix 
scoxe 9.5 

B a*? 2MCLSLCTAFALS / KP 
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<221> polyA_signal 
<222> 224. .229 

<221> polyA_site 
<222> 243. .254 

<400> 136 

tgtgctgtgg gggctacgag gaaagatcta attatc atg gac ctg cga cag ttt 54 

Met Asp Leu Arg Gin Phe 
-15 

ctt atg tgc ctg tec ctg tgc aca gee ttt gec ttg age aaa ccc aca 102 
Leu Met Cys Leu Ser Leu Cys Thr Ala Phe Ala Leu Ser Lys Pro Thr 

-10 -5 1 

gaa aag aag gac cgt gta cat cat gag cct cag etc agt gac aag gtt 150 
Glu Lys Lys Asp Arg Val His His Glu Pro Gin Leu Ser Asp Lys Val 

5 10 15 

cac aat gat att tgatagaacc aattgttgta cataaaacag atetgegcat 202 
His Asn Asp lie 
20 

atatatatat gtataaaaaa taataaaata atggaagatg aaaaaaaaaa aa 254 



<210> 137 
<211> 8B6 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 31. .381 

<221> sig_j?eptide 
<222> 31. .90 
<223> Von Heijne matrix 
score 5.4 

seq AFVIACVLSLIST/IY 

<221> polyA_site 
<222> 875. .886 

<400> 137 

ggaggatggg cgagcagtct gaatggcaga atg gat aac cgt ttt get aca gca 54 

Met Asp Asn Arg Phe Ala Thr Ala 
-20 -15 



ttt 


gta 


att 


get 


tgt 


gtg 


ctt 


age 


etc 


att 


tec 


acc 


ate 


tac 


atg 


gca 


102 


Phe 


Val 


lie 
-10 


Ala 


Cys 


Val 


Leu 


Ser 
-5 


Leu 


He 


Ser 


Thr 


He 
1 


Tyr 


Met 


Ala 




gec 


tec 


att 


ggc 


aca 


gac 


ttc 


tgg 


tat 


gaa 


tat 


cga 


agt 


cca 


gtt 


caa 


150 


Ala 


Ser 


lie 


Gly 


Thr 


Asp 


Phe 


Trp 


Tyr 


Glu 


Tyr 


Arg 


Ser 


Pro 


Val 


Gin 




5 










10 










15 










20 




gaa 


aat 


tec 


agt 


gat 


ttg 


aat 


aaa 


age 


ate 


tgg 


gat 


gaa 


ttc 


att 


agt 


198 


Glu 


Asn 


Ser 


Ser 


Asp 
25 


Leu 


Asn 


Lys 


Ser 


He 
30 


Trp 


Asp 


Glu 


Phe 


He 
35 


Ser 




gat 


gag 


gca 


gat 


gaa 


aag 


act 


tat 


aat 


gat 


gca 


ctt 


ttt 


cga 


tac 


aat 


246 


Asp Glu 


Ala 


Asp 


Glu 


Lys 


Thr 


Tyr 


Asn 


Asp 


Ala 


Leu 


Phe 


Arg 


Tyr 


Asn 










40 










45 










50 








ggc 


aca 


gtg 


gga 


ttg 


tgg 


gga 


egg 


tgt 


ate 


acc 


ata 


ccc 


aaa 


aac 


atg 


294 


Gly Thr 


Val 


Gly 


Leu 


Trp 


Gly 


Arg 


Cys 


He 


Thr 


He 


Pro 


Lys 


Asn 


Met 








55 










60 










65 










cat 


tgg 


tat 


age 


cca 


cca 


gaa 


agg 


aca 


ggt 


att 


tct 


ctt 


att 


tta 


act 


342 


His 


Trp 


Tyr 


Ser 


Pro 


Pro 


Glu 


Arg 


Thr 


Gly 


He 


Ser 


Leu 


He 


Leu 


Thr 
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70 75 80 

tct gtc ttc ttc acc tgg tta ata ata gac aaa acg acg taatgattgc 391 
Ser Val Phe Phe Thr Trp Leu lie lie Asp Lys Thr Thr 
85 90 95 

ccaattacat gtaagcaggt ttgttggttc tctctctcct taaagaaata aatcgtgtat 451 

cttctctttc tactgccttc tctccccaac ttctttgcat taccatggta ctcatcaata 511 

ttggttggat gaggaacttt tcttatcttg ggaaagcctt aatggctttt ttttttctta 571 

tttactcact cattaaaata cttttcatta ctctaacaca tgttataaag aaatagttgg 631 

aaaagtgcat cgaaagactt ttaaaaatat ttggtaacta gtaaaaggac taccatcgaa 691 

aatcaactca aaaaattgtc cttttatggg ttagctgtat tataatacat atctatcatt 751 

tgcccctgtg tcttagagga tataatttga ccagctctac atttaatctg tgtaattatg 811 

agactgtttt acaacaatct tgatgcagag ttggtaggtt aagaaatttg tattacagaa 871 

gttaaaaaaa aaaaa 886 



<210> 138 
<211> 1244 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 46. .579 

<221> sig_peptide 
<222> 46. .156 
<223> Von Heijne matrix 
score 3*5 

seq LVFNFLLILTILT/IW 
<400> 138 

cccttatcca ggttnttatc tanggaatcc cnnnaagact gggga atg gag aga cag 57 

Met Glu Arg Gin 
-35 

cag ttt caa cat can nna 105 
Gin Phe Gin His Xaa Xaa 
-20 

etc ate ctt acc att ttg 153 
Leu lie Leu Thr lie Leu 
-5 

cgc ttc ttg cat gaa act 201 
Arg Phe Leu His Glu Thr 
10 15 
gga eta att tea cga tat 249 
Gly Leu He Ser Arg Tyr 
30 

act gtc tgt gac tgt gta 297 
Thr Val Cys Asp Cys val 
45 

gtt aat gtc act gac caa 345 
Val Asn Val Thr Asp Gin 
60 

agt cag cac aac ate aat 393 
Ser Gin His Asn He Asn 
75 

atg aca ttt gat cca gaa 441 
Met Thr Phe Asp Pro Glu 
90 95 
ata ttt cat gca gga tat 489 
He Phe His Ala Gly Tyr 
110 



tea agg gtt atg tea 
Ser Arg Val Met Ser 
-30 

gcg gng gan ctg ctt 
Ala Xaa Xaa Leu Leu 
-15 

aca ate tgg tta ttt 
Thr He Trp Leu Phe 
1 

gga gga gca atg gtg 
Gly Gly Ala Met Val 
20 

get aca gca cca act 
Ala Thr Ala Pro Thr 
35 

aaa eta act ttc agt 
Lys Leu Thr Phe Ser 
50 

gtt tat gaa tat aaa 
Val Tyr Glu Tyr Lys 
65 

cct cat caa gga aat 
Pro His Gin Gly Asn 
80 

ate ttc ttc aat gtt 
He Phe Phe Asn Val 
100 



gaa aag gat gag tat 
Glu Lys Asp Glu Tyr 
-25 

gtc ttc aat ttt ttg 
Val Phe Asn Phe Leu 
-10 

aaa aat cat cga ttc 
Lys Asn His Arg Phe 
5 

tat ggc ctt ata atg 
Tyr Gly Leu He Met 
25 

gat att gaa agt gga 
Asp He Glu Ser Gly 
40 

cca cca act ctg ctg 
Pro Pro Thr Leu Leu 
55 

tae aaa aga gaa ata 
Tyr Lys Arg Glu He 
70 

get ata ctt gaa aag 
Ala lie Leu Glu Lys 
85 

tta ctg cca cca att 
Leu Leu Pro Pro lie 
105 
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agt eta aag aag aga cac ttt ttt caa aac tta gga tct att tta acg 537 
Ser Leu Lys Lys Arg His Phe Phe Gin Asn Leu Gly Ser lie Leu Thr 

115 120 125 

tat gec ttc ttg gga act gec ate tec tgc ate gtc ata ggg 579 
Tyr Ala Phe Leu Gly Thr Ala He Ser Cys He Val He Gly 

130 135 140 

taagtgacat teggagctea agttgcaggt ggctgtgggg tctgtgatct gtgtgaggga 63 9 

tctaacactt ccaggattct tgctggctgg gaaaattgtc ttttttttag tatatcacat 699 

atttgtatgt tttttctgac ttaattccac ggcttctgac aaatacaagg cttcaaatca 759 

aagcaaacta gaggattget ggactttctc tgtgagttct ggacttctga cttagggaat 819 

gtggatcact tgccttgagt tatgtgaagc geattgeatt cttcttttag tttgagtaat 879 

gecgatatgg teactgeatt cttttttgtc ttgtattgag agaccttacc tgtatttggc 939 

aggagtgcaa aagtaactat atgecaagag ttttctttct aaaggaaagt ttacaagaca 999 

gcagtctgaa acagatatgn tccaaatatn naacagagtt gcttaataca gggatagctt 1059 

ttcagttaat accctgtaga atgeagaetc tttntttcat tgtattttct tgattatget 1119 

actgagccct aagtcacacg ttatatactc tggcttgcag ctcatcataa agtaaaatgt 1179 

ggtaccaaat ggtgaaggca atccagcctn tgataatccc gtccaataca ttaaagntcc 123 9 

actgc 1244 



<210> 139 

<211> 471 

<212> DNA 

<213> Homo sapiens 

<220> 
<221>. CDS 
<222> 92. .469 

<221> sig_peptide 
<222> 92. .172 
<223> Von Heijne matrix 
score 7 . 9 

seq VWLALGFLGCYG/AK 

<22l> polyAjsignal 
<222> 454 . .459 

<221> polyA_site 
<222> 458. .471 

<400> 139 

gcaagtgcag aagtcggtga cggtgggcat ctgggtgtca atcgatgggg catcctttct 60 
gaagatcttc gggccactgt cgtccagtgc c atg cag ttt gtc aac gtg ggc 112 

Met Gin Phe Val Asn Val Gly 
-25 



tac 


ttc 


etc 


ate 


gca 


gec 


ggc 


gtt 


gtg 


gtc 


ctt 


get 


ctt 


ggt 


ttc 


ctg 


160 


Tyr 


Phe 


Leu 


He 


Ala 


Ala 


Gly 


Val 


Val 


Val 


Leu 


Ala 


Leu 


Gly 


Phe 


Leu 




-20 










-15 










-10 










-5 




ggc 


tgc 


tat 


ggt 


get 


aag 


act 


gag 


age 


atg 


tgt 


gee 


etc 


gtg 


acg 


ttc 


208 


Gly 


Cys 


Tyr 


Gly 


Ala 
1 


Lys 


Thr 


Glu 


Ser 
5 


Met 


Cys 


Ala 


Leu 


Val 
10 


Thr 


Phe 




ttc 


ttc 


ate 


etc 


etc 


etc 


ate 


ttc 


att 


get 


gag 


gtt 


gca 


get 


get 


gtg 


256 


Phe 


Phe 


He 
15 


Leu 


Leu 


Leu 


He 


Phe 
20 


He 


Ala 


Glu 


Val 


Ala 
25 


Ala 


Ala 


Val 




gtc 


gec 


ctg 


gtg 


tac 


ace 


aca 


atg 


get 


gag 


cac 


ttc 


ctg 


acg 


ttg 


ctg 


304 


Val 


Ala 
30 


Leu 


Val 


Tyr 


Thr 


Thr 
35 


Met 


Ala 


Glu 


His 


Phe 
40 


Leu 


Thr 


Leu 


Leu 




gta 


gtg 


cct 


gec 


ate 


aag 


aaa 


gat 


tat 


ggt 


tec 


cag 


gaa 


gac 


ttc 


act 


352 


val 


Val 


Pro 


Ala 


He 


Lys 


Lys 


Asp 


Tyr 


Gly 


Ser 


Gin 


Glu 


Asp 


Phe 


Thr 




45 










50 










55 










60 
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caa gtg tgg aac acc acc 
Gin Val Trp Asn Thr Thr 
65 

aac tat acg gat ttt gag 
Asn Tyr Thr Asp Phe Glu 
80 

gtt aca atg aaa aaa aaa 
Val Thr Met Lys Lys Lys 
95 



atg aaa ggg etc aag tgc 
Met Lys Gly Leu Lys Cys 
70 

gac tea ccc tac ttc aaa 
Asp Ser Pro Tyr Phe Lys 
85 

aaa aa 
Lys 



cgt ggc ttc acc 400 
Arg Gly Phe Thr 
75 

atg cat aaa cct 448 
Met His Lys Pro 
90 

471 



<210> 140 
<211> 849 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 154. .675 



<22l> sigjpeptide 
<222> 154 . .498 
<223> Von Heijne matrix 
score 4 . 8 

seq PLRLLNLL 1 L I EG / G V 

<221> polyA_signal 
<222> 819. .824 



<221> polyA_site 
<222> 838. .849 



<400> 140 

cccctatctc cagacctcat tegcaatgaa gtagaatgtc tgaaagcaga tttcaaccac 60 
agaatcaagg aggttctctt caactccctc ttcagtgcct actatgttgc atttctcccc 120 
ctgtgttttg tgaagagtac ccagtactat gac atg cgc tgg tea tgt gag cac 174 

Met Arg Trp Ser Cys Glu His 
-115 -110 
etc gtt atg gtg tgg ate aat get ttt gtc atg etc acc acg caa ctg 222 
Leu Val Met Val Trp He Asn Ala Phe Val Met Leu Thr Thr Gin Leu 

-105 -100 -95 

ttg cca tec aaa tac tgt gat ttg eta cat aaa tea get get cac ctg 270 
Leu Pro Ser Lys Tyr Cys Asp Leu Leu His Lys Ser Ala Ala His Leu 

-90 -85 -80 

ggc aag tgg cag aag ttg gaa cat ggg tec tac age aat get cca cag 318 
Gly Lys Trp Gin Lys Leu Glu His Gly Ser Tyr Ser Asn Ala Pro Gin 

-75 -70 -65 

cac att tgg tea gaa aat aca ata tgg cct caa ggg gtg ctg gtg egg 3 66 

His He Trp Ser Glu Asn Thr He Trp Pro Gin Gly Val Leu Val Arg 
-60 -55 -50 -45 

cac age aga tgt tta tat aga gee atg ggg cct tac aac gtg gca gtg 414 
His Ser Arg Cys Leu Tyr Arg Ala Met Gly Pro Tyr Asn Val Ala Val 

-40 -35 -30 

cct tea gat gta tct cat gee cgc ttt tat ttc tta ttt cat cga cca 462 
Pro Ser Asp Val Ser His Ala Arg Phe Tyr Phe Leu Phe His Arg Pro 

-25 -20 -15 

tta agg ctg tta aat ctg etc ate ctt att gag ggc ggt gtc gtc ttc 510 
Leu Arg Leu Leu Asn Leu Leu He Leu He Glu Gly Gly Val Val Phe ' 

-10 -5 1 

tat cag etc tat tec ttg ctg egg teg gag aag tgg aac cac aca ctt 558 
Tyr Gin Leu Tyr Ser Leu Leu Arg Ser Glu Lys Trp Asn His Thr Leu 
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5 10 15 20 

tec atg get etc ate etc ttc tgc aac tac tat gtt tta ttt aaa ctt 606 

Ser Met Ala Leu He Leu Phe Cys Asn Tyr Tyr Val Leu Phe Lys Leu 

25 30 35 

etc egg gac aga ata gta tta ggc agg gca tac tec tac cca etc aac 654 
Leu Arg Asp Arg He Val Leu Gly Arg Ala Tyr Ser Tyr Pro Leu Asn 

40 45 50 

agt tat gaa etc aag gca aac taagctgect ctcaacaatg agggagaact 705 
Ser Tyr Glu Leu Lys Ala Asn 
55 

cagataaaaa tattttcata cgttctattt ttttcttgtg atttttataa atatttaaga 765 
tgttttatat tttgtatact attatgtttt gaaagtcggg aagagtaagg gatattaaat 825 
gtatccgtaa acaaaaaaaa aaaa 84 9 



<210> 141 
<211> 155 
<212> PRT 
<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -31. .-1 



<400> 141 



Met Phe 


Thr Ser Thr Gly Ser Ser Gly 


Leu 


Tyr 


Lys 


Ala 


Pro 


Leu 


Ser 


-30 


-25 






-20 










Lys Ser 


Leu Leu Leu Val Pro Ser Ala 


Leu 


Ser 


Leu 


Leu 


Leu 


Ala 


Leu 


-15 


-10 




-5 










1 


Leu Leu 


Pro His Cys Gin Lys Pro Phe 


Val 


Tyr Asp 


Leu 


His 


Ala 


Val 




5 10 










15 






Lys Asn 


Asp Phe Gin He Trp Arg Leu 


He 


Cys 


Gly Arg 


He 


He 


Cys 




20 25 








30 








Leu Asp 


Leu Lys Asp Thr Phe Cys Ser 


Ser 


Leu 


Leu 


He 


Tyr Asn 


Phe 


35 


40 






45 










Arg lie 


Phe Glu Arg Arg Tyr Gly Ser 


Arg 


Lys 


Phe 


Ala 


Ser 


Phe 


Leu 


50 


55 




60 










65 


Leu Gly 


Thr Trp Val Leu Ser Ala Leu 


Phe 


Asp 


Phe 


Leu 


Leu 


He 


Glu 




70 


75 










80 




Ala Met 


Gin Tyr Phe Phe Gly He Thr 


Ala 


Ala 


Ser 


Asn 


Leu 


Pro 


Ser 




85 90 










95 






Gly Leu 


He Phe Cys Cys Ala Phe Cys 


Ser 


Glu 


Thr 


Lys 


Leu 


Phe 


Leu 




100 105 








110 








Ser Arg 


Gin Ala Met Ala Glu Asn Phe 


Ser 


lie 












115 


120 

















<210> 142 

<211> 55 

<212> PRT 

<213> Homo sapiens 

<400> 142 

Met Ala Asp Phe Tyr Lys Glu Phe 
1 5 
Met Tyr Tyr Asn Arg Asp Trp Tyr 
20 

Phe Met Gly Lys Val Ala Leu Glu 

3,5 40 
Lys Gin Lys Lys Arg Ser Asn 



Leu Ser Lys Asn Phe Gin Lys Arg 

10 15 
Lys Arg Asn Phe Ala He Thr Phe 
25 30 
Arg He Trp Asn Lys Leu Lys Gin 
45 
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50 55 



<210> 143 
<211> 67 
<212> PRT 

<213> Homo Bapiens 
<220> 

<221> SIGNAL 
<222> -20. . -1 

<400> 143 



Met Ser Arg 


Asn 


Leu Arg 


Thr 


Ala Leu He Phe Gly Gly Phe 


He 


Ser 


-20 






-15. 




-10 




-5 


Leu lie Gly 


Ala 


Ala 


Phe 


Tyr 


Pro He Tyr Phe Arg Pro Leu 


Met 


Arg 






1 






5 10 






Leu Glu Glu 


Tyr 


Lys 


Lys 


Glu 


Gin Ala He Asn Arg Ala Gly 


He 


Val 


15 










20 25 






Gin Glu Asp 


Val 


Gin 


Pro 


Pro 


Gly Leu Lys Val Trp Ser Asp 


Pro 


Phe 


30 








35 


40 







Gly Arg Lys 
45 



<210> 144 
<211> 198 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -21. . -1 



<400> 144 
Met Pro Val Pro 
-20 

Arg Pro Ala Ser 
-5 

Glu Glu Leu Thr 
15 

Leu Asn Gly Val 
30 

Asn Ser Leu Gly 
45 

Val Ser Arg Gly 
60 

Glu Thr Gin Met 

Ala Glu Val Leu 
95 

Ser Val Gin Arg 
110 

Ala Tyr Arg Glu 
125 

His He Leu Trp 
140 

Met Val Ala Gin 
Thr Ala Ala Leu 



Ala Leu Cys Leu 
-15 

Ala Ala Pro Met 
1 

Leu Leu Phe His 

Tyr Arg Thr Thr 
35 

Leu Tyr Gly Arg 
50 

Arg Asp Ala Ala 
65 

Glu Glu Asp He 
80 

Gly Glu Val Ala 

Leu Glu Val Gin 
115 

Phe Glu Val Leu 
130 

Ala Leu Thr Gly 
145 

Gin His Arg Leu 
160 

Pro Ala 



Leu Trp Ala Leu 
-10 

Gly Gly Pro Glu 
5 

Gly Thr Leu Gin 
20 

Glu Gly Trp Leu 

Thr He Glu Leu 
55 

Gin Glu Leu Arg 
70 

Leu Gin Leu Gin 
85 

Gin Ala Gin Lys 
100 

Leu Arg Ser Ala 

Lys Ala His Ala 
135 

His Val Gin Arg 
150 

Arg Gin He Gin 
165 



Ala Met Val Thr 

Leu Ala Gin His 
10 

Leu Gly Gin Ala 
25 

Thr Lys Ala Arg 
40 

Leu Gly Gin Glu 

Ala Ser Leu Leu 
75 

Ala Glu Ala Thr 
90 

Val Leu Arg Asp 
105 

Trp Leu Gly Pro 
120 

Asp Lys Gin Ser 

Gin Arg Arg Glu 
155 

Glu Arg Leu His 
170 
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175 



<210> 145 

<211> 135 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -25. .-1 



<400> 145 



Met 


Ser 


Leu Arg Asn Leu Trp Arg Asp Tyr Lys 


Val 


Leu 


Val Val 


Met 


-25 








-20 






-15 








-10 


Val 


Pro 


Leu 


Val 


Gly Leu 


He 


His 


Leu Gly Trp Tyr 
n 


Arg 


He Lys 


Ser 


Ser 


Pro 


Val 


Phe 


-5 

Gin He 


Pro 


Lys 


Asn Asp Asp 


He 


Pro Glu Gin Asp 






10 








15 






20 






Ser 


Leu 


Gly 


Leu 


Ser Asn 


Leu 


Gin 


Lys Ser Gin 


He 


Gin 


Gly Lys 


Xaa 




25 








30 






35 








Ala Gly 


Leu 


Gin 


Ser Ser Gly Lys Glu Ala Ala 


Leu 


Asn 


Leu Ser 


Phe 


40 








45 






50 








55 


He 


Ser 


Lys 


Glu 


Glu Met 


Lys 


Asn 


Thr Ser Trp 


He 


Arg 


Lys Asn 


Trp 










60 






65 






70 




Leu 


Leu 


Val 


Ala Gly He 


Ser 


Phe 


He Gly Asp His 


Leu Gly Thr Tyr 








75 








80 






85 




Phe 


Leu 


Gin 


Arg 


Ser Ala 


Lys 


Gin 


Ser Val Lys 


Phe 


Gin 


Ser Gin 


Ser 






90 








95 






100 






Lys 


Gin 


Lys 


Ser 


He Glu 


Glu 
















105 








110 















<210> 146 
<211> 255 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -70. .-1 



<400> 146 



Met 


Gin 


Gin 


Lys 


Glu Gin Gin Phe 


Arg Glu Trp Phe 


Leu 


Lys 


Glu 


Phe 


-70 








-65 


-60 








-55 


Pro 


Gin 


He 


Arg 


Trp Lys He Gin 


Glu Ser lie Glu 


Arg 


Leu Arg 


Val 










-50 


-45 






-40 




He 


Ala 


Asn 


Glu 


He Glu Lys Val His Arg Gly Cys 


Val 


He 


Ala 


Asn 








-35 




-30 




-25 






Val 


Val 


Ser 


Gly 


Ser Thr Gly He 


Leu Ser Val He 


Gly Val 


Met 


Leu 






-20 




-15 




-10 








Ala 


Pro 


Phe 


Thr 


Ala Gly Leu Ser 


Leu Ser He Thr 


Ala Ala Gly Val 




-5 






1 


5 








10 


Gly 


Leu 


Gly 


He 


Ala Ser Ala Thr Ala Gly He Ala 


Ser 


Ser 


He 


Val 








15 


20 






25 




Glu 


Asn 


Thr 


Tyr 


Thr Arg Ser Ala 


Glu Leu Thr Ala 


Ser 


Arg 


Leu 


Thr 








30 




35 




40 






Ala 


Thr 


Ser 


Thr 


Asp Gin Leu Glu 


Ala Leu Arg Asp 


He 


Leu 


His 


Asp 






45 




50 




55 








He 


Thr 


Pro 


Asn 


Val Leu Ser Phe 


Ala Leu Asp Phe 


Asp 


Glu 


Ala 


Thr 
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60 

Lys Met lie Ala 
75 

Val Gly Arg Pro 

Glu Thr Leu Arg 
110 

Ala Arg Asn Leu 
125 

Val Val Asn Leu 
140 

Ser Glu Ser Ala 
155 

Asn Leu Asn Glu 



65 

Asn Asp Val His 
80 

Leu lie Ala Trp 
95 

Thr Arg Gly Ala 

Gly Lys Ala Thr 
130 

Val Gin Asp Ser 
145 

Glu Leu Leu Arg 
160 

Leu Thr His He 
175 



70 

Thr Leu Arg Arg 
85 

Arg Tyr Val Pro 
100 

Pro Thr Arg He 
115 

Ser Gly Val Leu 

Leu Asp Leu His 
150 

Gin Trp Ala Gin 
165 

His Gin Ser Leu 
180 



Ser Lys Ala Thr 
90 

He Asn Val Val 
105 

Val Arg Lys Val 
120 

Val Val Leu Asp 
135 

Lys Gly Glu Lys 

Glu Leu Glu Glu 
170 

Lys Ala Gly 
185 



<210> 147 
<211> 59 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -49. . -1 



<400> 147 

Met Pro Gly Thr 

He Asn Leu Leu 
-30 

Met lie Val Leu 
-15 

Cys Gly Ser His 
1 



Glu Val Leu Glu 
-45 

Lys Trp He Lys 

Leu He Cys Val 
-10 

Leu Trp Arg Glu 
5 



Gly Ala Thr Asp 
-40 

Thr Leu Gly Gly 
-25 

Val Cys Leu Tyr 

Ser His His 
10 



Gly Leu Ala Ala 
-35 

Ser Val He Ser 
-20 

He Val Cys Arg 
-5 



<210> 148 

<211> 180 

<212> PRT 

<213> Homo sapiens 



<400> 148 






Met 


Cys 


He 


Ser 


Gly Leu Cys Gin 


1 








5 


Gly 


Ser 


Thr 


Val 


Lys Glu Asp Asn 








20 




Ser 


Thr 


Cys 


Arg 


Leu Val Arg Gly 






35 




40 


Thr 


Lys 


Ser 


Asp 


Asp Thr val Val 




50 






55 


He 


Arg 


Leu 


Val 


Leu Lys Gly Pro 


65 








70 


Thr 


Leu 


Gin 


Gly 


Thr Lys Gly Glu 










85 


Phe 


Leu 


Val 


Asp 


Asn Ser Ser Val 








100 




Glu 


He 


Leu 


Arg 


Met Ala Gly Pro 






115 




12 0 


He 


Ar^ Asn 


Ser 


Gly Ser Ala Asp 



He Val Gly Cys Asp His Gin Leu 

10 15 
Cys Gly Val Cys Asn Gly Asp Gly 
25 30 
Gin Tyr Lys Ser Gin Leu Ser Ala 
45 

Ala He Pro Tyr Gly Ser Arg His 
60 

Asp His Leu Tyr Leu Glu Thr Lys 

75 80 
Asn Ser Leu Ser Ser Thr Gly Thr 

90 95 
Asp Phe Gin Lys Phe Pro Asp Lys 
105 110 
Leu Thr Ala Asp Phe He Val Lys 
125 

Ser Thr Val Gin Phe He Phe Tyr 
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130 135 140 

Gin Pro lie He His Arg Trp Arg Glu Thr Asp Phe Phe Pro Cys Ser 
145 150 155 160 

Ala Thr Cys Gly Gly Gly Tyr Gin Leu Thr Ser Ala Glu Cys Tyr Asp 
165 170 175 

Leu Arg Ser Asn 
180 



<210> 149 
<211> 162 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -23 . . -1 



<400> 149 
Met Gly Asp Lys 
-20 

Leu Pro Pro Val 
-5 

Asp Ser Asp Phe 
10 

Tyr Gin Pro Met 

Leu Asp Gly Ala 
45 

Gly Lys Thr Leu 
60 

Val Glu Thr Glu 
75 

Ser Thr He Ser 
90 

Met Gly Glu Gin 

Gly Thr Asp He 
125 

Val Phe 



He Trp Leu Pro 

Leu Leu Pro Gly 
1 

Thr Phe Thr Leu 
15 

Pro Leu Lys Ala 
30 

Gly Leu Asp lie 

Val Phe Glu Gin 
65 

Val Gly Asp Tyr 
80 

Glu Lys Val He 
95 

Ala Gin Glu Gin 
110 

Leu Asp Met Lys 



Phe Pro 


Val 


Leu 


-15 






Ala Ala Gly 


Phe 






5 


Pro Ala 


Gly 


Gin 




20 




Ser Leu 


Glu 


He 


35 






Asp Phe 


His 


Leu 


50 






Arg Lys 


Ser 


Asp 


Met Phe 


Cys 


Phe 






85 


Phe Phe 


Glu 


Leu 




100 




Glu Asp Trp 


Lys 


115 






Leu Glu Asp 


He 


130 







Leu Leu Ala Ala 
-10 

Thr Pro Ser Leu 

Lys Glu Cys Phe 
25 

Glu Tyr Gin Val 
40 

Ala Ser Pro Glu 
55 

Gly Val His Thr 
70 

Asp Asn Thr Phe 

He Pro Asp Asn 
105 

Lys Tyr He Thr 
120 

Leu Val Ser Met 
135 



<210> 150 
<211> 120 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -23. . -1 



<400> 150 

Met Gly Asp Lys lie Trp Leu Pro Phe Pro Val Leu Leu Leu Ala Ala 

.20 -15 -10 

Leu Pro Pro Val Leu Leu Pro Gly Ala Ala Gly Phe Thr Pro Ser Leu 

-5 1 5 

Asp Ser Asp Phe Thr Phe Thr Leu Pro Ala Gly Gin Lys Glu Cys Phe 
10 15 20 25 

Tyr Gin Pro Met Pro Leu Lys Ala Ser Leu Glu He Glu Tyr Gin Val 
30 35 40 
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Leu Asp Gly Ala Gly Leu Asp lie 
45 

Gly Lys Thr Leu Val Phe Glu Gin 

60 65 
Cys lie Arg Ser Lys Asn Gly Pro 

75 80 
Pro Ser Thr Phe Arg Gly Gin Val 
90 95 



Asp Phe His Leu Ala Ser Pro Glu 
50 55 
Arg Lys Ser Asp Gly Val His Thr 
70 

Gly Thr Ala Val His Ala Tyr Asn 
85 



<210> 151 

<211> 7 

<212> PRT 

<213> Homo sapiens 

<400> 151 

Met Val Glu Met Thr Gly Val 
1 5 



<210> 152 










<211> 199 










<212> PRT 










<213> Homo sapiens 








<220> 










<221> SIGNAL 










<222> -42. .-1 










<400> 152 










Met Asp Gly Gin 


Lys 


Lys 


Asn 


Trp 


-40 








-35 


Tyr Trp Arg Asp 


He 


Lys 


Lys 


Thr 


-25 






-20 




Phe Leu Leu Leu 


Ser 


Leu 


Thr 


Val 


-10 




-5 






Tyr lie Ala Leu 


Ala 


Leu 


Leu 


Ser 


10 










Lys Gly Val He 


Gin 


Ala 


He 


Gin 


25 








30 


Arg Ala Tyr Leu 


Glu 


Ser 


Glu 


Val 


40 






45 




Lys Tyr Ser Asn 


Ser Ala Leu Gly 


55 




60 






Leu Arg Arg Leu 


Phe 


Leu 


Val 


Asp 




75 








Ala Val Leu Met 


Trp 


Val 


Phe 


Thr 


90 










Leu Thr Leu Leu 


He 


Leu 


Ala 


Leu 


105 








110 


He Tyr Glu Arg 


His 


Gin 


Ala 


Gin 


120 






125 




Asn Lys Asn Val 


Lys 


Asp 


Ala 


Met 


135 




140 






Gly Leu Lys Arg 


Lys 


Ala 


Glu 





155 



Lys 


Asp 


Lys Val 


Val 


Asp 


Leu 


Leu 








-30 








Gly Val 


Val Phe Gly Ala 

_ 1 c 


Ser 


Leu 


Phe 


Ser 


He Val 


Ser 


Val 


Thr 


Ala 






1 






5 




Val 


Thr 


He Ser 


Phe Arg 


He 


Tyr 


15 








20 






Lys 


Ser 


Asp Glu Gly His 


Pro 


Phe 








35 








Ala 


He 


Ser Glu 


Glu 


Leu 


Val 


Gin 






50 










His 


Val 


Asn Cys 


Thr 


He 


Lys 


Glu 






65 








70 


Asp 


Leu 


Val Asp 


Ser 


Leu 


Lys 


Phe 




80 








85 




Tyr 


Val 


Gly Ala 


Leu 


Phe 


Asn 


Gly 


95 








100 






He 


Ser 


Leu Phe 


Ser 


Val 


Pro 


Val 








115 








He 


Asp 


His Tyr 


Leu 


Val 


Leu 


Ala 






130 










Ala 


Lys 


He Gin 


Ala 


Lys 


He 


Pro 




145 








150 



<210> 153 
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<211> 43 
<212> PRT 

<213> Homo sapiens 
<400> 153 

Met Pro Phe Arg Met Ser Gly Tyr 
1 5 
Ser Val Thr Phe Lys Gly Phe Pro 
20 

Leu Thr Leu Cys Tyr Cys Ser Arg 
35 40 



lie Pro Phe Gly Thr Pro lie Val 

10 15 
Phe Leu Lys Asn Tyr Phe Lys Cys 
25 30 
Val Phe Asp 



<210> 154 
<211> 50 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -37. .-1 

<400> 154 

Met Glu Trp Ala Gly Lys Gin Arg Asp Phe Gin Val Arg Ala Ala Pro 

-35 -30 -25 

Gly Trp Asp His Leu Ala Ser Phe Pro Gly Pro Ser Leu Arg Leu Phe 

-20 -15 -10 

Ser Gly Ser Gin Ala Ser Val Cys Ser Leu Cys Ser Gly Phe Gly Ala 
-5 15 10 

Gin Glu 



<210> 155 
<211> 153 
<212> PRT 

<213> Homo sapiens 



<400> 155 



Thr Val 


Pro 


Leu 


Leu Leu Glu 


Pro 


1 






5 




His Val 


His 


Leu 


Pro Glu Asn 


Val 






20 






Arg Arg 


Gly 


Arg 


Ser Gly Ala 


Gin 




35 






40 


Lys Gin 


Val 


Glu 


Lys Ser Glu 


Val 


50 






55 




Val Arg 


Arg 


Phe 


Glu Asp Leu 


Lys 


65 






70 




Gly Ser 


Gin 


Val 


Phe Arg Ser 


Glu 








85 




Ser Arg 


Gly 


Asp 


His Asp Asp 


Cys 






100 






Trp Gly 


Glu 


Leu 


Leu Arg Thr 


He 




115 






120 


Glu Leu 


Lys 


Thr 


Glu Leu Leu Gly 


130 






135 




Gin Val 


Ser 


Gin 


Gin Glu Glu 


Leu 


145 






150 





Ala Asp His Ala Arg Gly Arg Ala 

10 15 
Arg Ser Gin Ser Pro Gly His Val 
25 30 
Val Leu Pro Thr Gly Pro Asp Glu 
45 

Asp Phe Ser Lys Ser His Ser Leu 
60 

Pro Lys Leu Ser Val Cys Lys Thr 

75 80 
Asn Trp Lys Val Trp Ala Glu Ser 

90 95 
Leu Asp Leu Cys Ser Val Leu Cys 
105 HO 
Pro Glu He Pro Pro Lys Arg Gly 
125 

Leu Lys Glu Arg Lys His Lys Pro 
140 

Lys 
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<210> 156 
<211> 67 
<212> PRT 

<213> Homo sapiens 
<400> 156 

Met Arg Gin Lys Arg Lys Gly Asp Leu Ser Pro Ala Lys Leu Met Met 

15 10 15 

Leu Thr lie Gly Asp Val He Lys Gin Leu He Glu Ala His Glu Gin 

20 25 30 

Gly Lys Asp He Asp Leu Asn Lys Val Arg Thr Lys Thr Ala Ala Lys 

35 40 45 

Tyr Gly Leu Ser Ala Gin Pro Arg Leu Val Asp He He Ala Ala Val 

50 55 60 

Pro Pro Glu 
65 



<210> 157 
<211> 87 
<212> PRT 

<213> Homo sapiens 
<400> 157 



Met 


Asp 


Glu 


Leu 


Ser Glu Glu Asp 


Lys 


Leu 


Thr 


Val 


Ser 


Arg Ala 


Arg 


1 








5 




10 








15 




Lys 


He 


Gin 


Arg 


Phe Leu Ser Gin 


Pro 


Phe 


Gin 


Val 


Ala 


Glu Val 


Phe 








20 




25 










30 




Thr Gly His Met 


Gly Lys Leu Val 


Pro 


Leu 


Lys 


Glu 


Thr 


He Lys Gly 






35 




40 










45 






Phe 


Gin 


Gin 


He 


Leu Ala Gly Glu Tyr 


Asp 


His 


Leu 


Pro 


Glu Gin 


Ala 




50 






55 








60 








Phe 


Tyr 


Met 


Val 


Gly Pro He Glu 


Glu 


Ala 


Val 


Ala 


Lys 


Ala Asp 


Lys 


65 








70 






75 








80 


Leu 


Ala 


Glu 


Glu 


His Ser Ser 

















85 



<210> 158 
<211> 250 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -85. .-1 

<400> 158 

Met Ser Ala Glu Val Lys Val Thr 
-85 -80 
Leu Leu Ala Lys Ser Ala Lys Gly 
-65 

Gin Val Leu Glu Ala Pro Gly Val 
-50 

Met Pro Asn Val Arg Glu Leu Xaa 
-35 -30 
Glu Ala Gin Lys Asn Lys Leu Arg 

-20 -15 
Ala Lys Val Lys Cys He Pro Tyr 



Gly Gin Asn Gin Glu Gin Phe Leu 
-75 -70 
Ala Ala Leu Ala Thr Leu He His 

-60 -55 
Tyr Val Phe Gly Glu Leu Leu Asp 
-45 -40 
Ala Arg Asn Leu Pro Pro Leu Thr 
-25 

His Leu Ser Val Val Thr Leu Ala 
-10 

Ala Val Leu Leu Glu Ala Leu Ala 
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-5 

Leu Arg Asn Val 
15 

Ala Asp Val Leu 
30 

Val Asp Tyr Ser 
45 

lie Ala Arg Thr 
60 

Ser Gly He Glu 

Gin Leu Gly Leu 
95 

Lys Thr He Lys 
110 

Asp Pro Glu Gin 
125 

Asn Gin Arg Gin 
140 

Gly Ser Ala Lys 



1 

Arg Gin Leu Glu 

Arg Gly Ser Leu 
35 

He Gly Arg Asp 
50 

Leu Gin Glu Trp 
65 

Glu Gin Val Ser 

eo 

Lys Gin Gin He 

Val Thr Thr Ala 
115 

His Leu Thr Glu 
130 

Pro Ser Lys Lys 
145 

He Trp Ser Lys 
160 



5 

Asp Leu Val He 
20 

Asp Gin Arg Asn 

He Gin Arg Gin 
55 

Cys Val Gly Cys 
70 

Arg Ala Asn Gin 
65 

Glu Ser Glu Val 
100 

Ala Ala Ala Ala 

Leu Arg Glu Pro 
135 

Ala Ser Lys Gly 
150 

Ser Asn 
165 



10 

Glu Ala Val Tyr 
25 

Gin Arg Leu Glu 
40 

Asp Leu Ser Ala 

Glu Val Val Leu 
75 

His Lys Glu Gin 
90 

Ala Asn Leu Lys 
105 

Ala Thr Ser Gin 
12 0 

Ala Pro Gly Thr 

Lys Gly Leu Arg 
155 



<210> 159 
<211> 24 
<212> PRT 

<213> Homo sapiens 
<400> 159 

Met Pro Thr Asn Cys Ala Ala Ala Gly Cys Ala Thr Thr Tyr Asn Lys 
15 10 15 

His He Asn He Ser Phe His Arg 
20 



<210> 160 
<211> 228 
<212> PRT 

<213> Homo sapiens 



<400> 160 



Met 


Pro 


Thr 


Asn 


Cys Ala Ala Ala Gly Cys Ala Thr 


Thr Tyr Asn Lys 


1 








5 








10 


15 


His 


He 


Asn 


He 


Ser 


Phe 


His 


Arg 


Phe Pro Leu Asp Pro Lys Arg Arg 








20 










25 


30 


Lys 


Glu 


Trp 


Val 


Arg 


Leu 


Val 


Arg 


Arg Lys Asn Phe 


Val Pro Gly Lys 






35 










40 




45 


His 


Thr 


Phe 


Leu 


Cys 


Ser 


Lys 


His 


Phe Glu Ala Ser 


Cys Phe Asp Leu 




50 










55 




60 




Thr 


Gly 


Gin 


Thr 


Arg 


Arg 


Leu 


Lys 


Met Asp Ala Val 


Pro Thr He Phe 


65 










70 






75 


80 


Asp 


Phe 


Cys 


Thr 


His 


He 


Lys 


Ser 


Met Lys Leu Lys 


Ser Arg Asn Leu 










85 








90 


95 


Leu 


Lys 


Lys 


Asn 


Asn 


Ser 


Cys 


Ser 


Pro Ala Gly Pro 


Ser Ser Leu Lys 








100 










105 


110 


Ser 


Asn 


He 


Ser 


Ser 


Gin 


Gin 


Val 


Leu Leu Glu His 


Ser Tyr Ala Phe 






115 










120 




125 


Arg 


Asn 


Pro 


Met 


Glu 


Ala 


Lys 


Lys Arg He He Lys 


Leu Glu Lys Glu 




130 










135 




140 




He 


Ala 


Ser 


Leu 


Arg Arg Lys Met Lys Thr Cys Leu Gin Lys Glu Arg 
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145 










150 




155 








160 


Arg Ala 


Thr 


Arg 


Arg 


Trp 


He Lys Ala Met 


Cys Leu 


Val 


Lys 


Asn 


Leu 










165 




170 








175 




Glu 


Ala 


Asn 


Ser 


Val 


Leu 


Pro Lys Gly Thr 


Ser Glu 


His 


Met 


Leu 


Pro 








180 






185 






190 






Thr 


Ala 


Leu 


Ser 


Ser 


Leu 


Pro Leu Glu Asp 


Phe Lys 


He 


Leu 


Glu 


Gin 






195 








200 




205 








Asp 


Gin 


Gin 


Asp 


Lys 


Thr 


Leu Leu Ser Leu Asn Leu Lys Gin Thr Lys 




210 










215 


220 










Ser 


Thr 


Phe 


He 


















225 

























<210> 161 
<211> 86 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -20. .-1 



<400> 161 



Met 


Asn 


Leu 


His 


Phe Pro Gin Trp 


Phe 


Val 


His Ser Ser Ala 


Leu Gly 


-20 








-15 






-10 




-5 


Leu 


Val 


Leu 


Ala 


Pro Pro Phe Ser 


Ser 


Pro Gly Thr Asp Pro 


Thr 


Phe 










1 


5 




10 






Pro 


Cys 


He 


Tyr 


Cys Arg Leu Leu 


Asn 


Met 


He Met Thr Arg 


Leu 


Ala 






15 




20 






25 






Phe 


Ser 


Phe 


He 


Thr Cys Leu Cys 


Pro 


Asn 


Leu Lys Glu Val 


Cys 


Leu 




30 






35 






40 






He 


Leu 


Pro 


Glu 


Lys Asn Cys Asn Ser Arg 


His Ala Gly Phe 


Val 


Gly 


45 








50 






55 




60 


Pro 


Ala 


Lys 


Leu 


Arg Gin 













65 



<210> 162 
<211> 44 
<212> PRT 

<213> Homo sapiens 
<400> 162 

Met Ser Pro Arg Leu Glu Cys Ser Gly Ala He Leu Ala His Cys Asn 

15 10 15 

Pro Arg Leu Pro Gly Ser Ser Tyr Ser Pro Ala Ser Ala Thr Trp Val 

20 25 30 

Arg Gly Ser Leu Glu Pro Gly Arg Leu Arg Leu Gin 
35 40 



<210> 163 
<211> 314 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -58. .-1 
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<400> 163 



Met 


Gin 


Asn 


Val 


He 


Asn Thr Val 








-55 






Glu Tyr 


Leu 


Thr 


Pro 


Val Leu Lys 






-40 






-35 


val 


He 


Thr 


Pro 


Glu 


Glu Phe Val 




-25 








-20 


His 


Cys 


Pro 


Thr 


Trp 


Gin Trp Ala 


-10 










-5 


Ala 


Tyr 


Leu 


Pro 


Thr 


Gly Lys Gin 








10 






Cys 


Tyr 


Lys 


Arg 


Cys 


Lys Gin Met 






25 






30 


He 


He 


Glu 


Glu 


Asp 


Asp Gly Asp 




40 








45 


Asn 


Thr 


Gly He 


Thr 


Gly He Thr 


55 










60 


Glu 


Asn 


Lys 


Asp 


Asn 


He Arg Leu 










75 




Glu 


Glu 


Glu Asp 


Glu 


Asp Glu Gly 








90 






Glu 


Glu 


Ser Gly 


Leu 


Leu Glu Thr 






105 






110 


Lys 


He 


Val 


Glu 


Ala 


Cys Lys Ala 




120 








125 


Ala 


He 


Leu 


Gin 


Thr 


Arg Thr Tyr 


135 










140 


Tyr Tyr 


Gin 


Thr 


Pro 


Arg Leu Trp 










155 




Gin 


Pro 


Leu 


Thr 


Val 


Glu His Met 








170 






Val 


Lys 


Lys 


Thr 


Val 


Thr He Glu 






185 






190 


Pro 


Met 


Cys 


Ser 


Val 


His Pro Cys 




200 








205 


He 


He 


Glu 


Thr 


Val 


Ala Glu Gly 


215 










220 


Tyr 


Leu 


Leu 


He 


Phe 


Leu Lys Phe 










235 




Glu Tyr 


Asp 


Tyr 


Thr 


Arg His Phe 



250 



Lys 


Gly Lys Ala 


Leu Glu Val Ala 


-50 




-45 


Glu 


Ser Lys Phe 


Arg Glu Thr Gly 






-30 


Ala 


Ala Gly Asp 


His Leu Val His 




-15 




Thr 


Gly Glu Glu 


Leu Lys Val Lys 




1 


5 


Phe 


Leu Val Thr 


Lys Asn Val Pro 


15 




20 


Glu 


Tyr Ser Asp 


Glu Leu Glu Ala 






35 


Gly 


Gly Trp Val 


Asp Thr Tyr His 




50 




Glu 


Ala Val Lys 


Glu He Thr Leu 




65 


70 


Gin 


Asp Cys Ser 


Ala Leu Cys Glu 




80 


85 


Glu 


Ala Ala Asp 


Met Glu Glu Tyr 


95 




100 


Asp 


Glu Ala Thr 


Leu Asp Thr Arg 






115 


Lys 


Thr Asp Ala 


Gly Gly Glu Asp 




130 




Asp 


Leu Tyr He 


Thr Tyr Asp Lys 




145 


150 


Leu 


Phe Gly Tyr 


Asp Glu Gin Arg 




160 


165 


Tyr 


Glu Asp He 


Ser Gin Asp His 


175 




180 


Asn 


His Pro His 


Leu Pro Pro Pro 






195 


Arg 


His Ala Glu 


Val Met Lys Lys 




210 




Gly 


Gly Glu Leu 


Gly Val His Met 




225 


230 


Val 


Gin Ala Val 


lie Pro Thr He 




240 


245 


Thr 


Met 




255 







<210> 164 
<211> 89 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -80. . -1 

<400> 164 

Met Arg Thr Arg Thr Thr Gly Asn 
-80 -75 
Pro Arg Arg Pro Arg Leu Gly Arg 
-60 

Thr Ser Cys Ser Asp Leu Leu Pro 
-45 

Leu Cys Gly Asp Gin Leu Gin Gly 



Pro Arg Gly Leu His Asp Thr Phe 
-70 -65 
Cys Ser Asp Met Asp Thr Ala Arg 

-55 -50 
Trp Glu Gly Val Thr Glu Pro Ala 
-40 -35 
Thr Glu Gly Trp Leu Glu Ala Thr 
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-30 -25 -20 

Gin Leu Gly Arg Gly Leu Leu Ser Ala Cys Ala Pro Trp Gly Asp Gly 

.15 -10 -5 

Ser Thr Gin Pro Val Pro Leu Cys Ser 
1 5 



<210> 165 
<211> 98 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -15. .-1 

<400> 165 

Met Glu Ala Met Trp 
-15 

Gly Phe Leu Trp Val 
5 

Gin Gly Gly Arg Leu 
20 

His Pro Asp Asp Glu 
35 

Ala Arg Leu Arg His 
50 

Arg Arg Glu Leu Ser 
70 

Thr Ala 



Leu Leu Cys Val Ala Leu 
-10 -5 
Trp Asp Ser Ser Glu Arg 
10 

Gly Ala Glu Ser Arg Thr 
25 

Ala Met Phe Phe Ala Pro 
40 

Trp Val Tyr Leu Leu Cys 
55 60 
Glu Tyr Thr Glu Gly Leu 
75 



Ala Val Leu Ala Trp 
1 

Met Lys Ser Arg Glu 
15 

Leu Leu Val lie Ala 
30 

Thr Val Leu Gly Leu 
45 

Phe Ser Ala Val Phe 
65 

Thr Ser Glu Pro Leu 
80 



<210> 166 
<211> 92 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -36. . -1 

<400> 166 

Met Leu Val Thr Gin Gly Leu Val Tyr Gin Gly Tyr Leu Ala Ala Asn 

-35 -30 -25 

Ser Arg Phe Gly Ser Leu Pro Lys Val Ala Leu Ala Gly Leu Leu Gly 
-20 -15 -10 -5 

Phe Gly Leu Gly Lys Val Ser Tyr lie Gly Val Cys Gin Ser Lys Phe 

15 10 
His Phe Phe Glu Asp Gin Leu Arg Gly Ala Gly Phe Gly Pro Gin His 

15 20 25 

Asn Arg His Cys Leu Leu Thr Cys Glu Glu Cys Lys lie Lys His Gly 

30 35 40 

Leu Ser Glu Lys Gly Asp Ser Gin Pro Ser Ala Ser 
45 50 55 



<210> 167 
<211> 351 
<212> PRT 
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<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -16. .-1 



<400> 167 



Met 


Val 


Pro 


Phe 


xxe i y i. jjcu. v7j.il 




-15 






-10 


Trp 


Ser 


Ser 


Thr 


Tyr Arg Asp Leu 


1 








5 


Thr 


Gin 


Gly Lys 


irp uiu uiy tfiu 








20 




Pro 


His 


Gly Pro 


Asn val Tnr vai 






35 




40 


Glu 


Ser 


Asp 


Lys 


pne Fne JLie Asn 




50 






55 


Gly Leu 


Ala 


Tyr 


Ala Glu lie Ala 


65 








70 


Phe 


Phe 


Asp 


Ser 


Leu Val Lys Gin 










85 


Leu 


Gin 


Leu 


Cys 


Gly Ala G±y Fne 








100 




Ala 


Ser 


Val 


Gly 


Gly ser Met lie 






115 




120 


Tyr 


Thr 


Gly 


Ser 


Leu Trp Tyr Thr 




130 






135 


Glu 


Val 


He 


He 


val Arg vai biu 


145 








150 


Asp 


Cys 


Lys 


Glu 


Tyr Asn Tyr Asp 










165 


Thr 


Asn 


Leu 


Arg 


T aii 'D^'fs T,\/e T."\/C! 

Xjcu rio jjys jjy& 








180 




He 


Lys 


Ala 


Ala 


ber oer inr uiu 






195 




o n n 


Gly Glu 


Gin 


Leu 


vciJ. \-yo up vjau 




210 






215 


Phe 


Pro 


Val 


He 


Ser Leu Tyr Leu 


225 








230 


Phe 


Arg 


He 


Thr 


lie Leu Pro Gin 










245 


Val 


Ala 


Thr 


Ser 


Gin Asp Asp Cys 








260 




Ser 


Thr 


Gly Thr 


Val Met Gly Ala 






275 




280 


Val 


Phe 


Asp Arg 


Ala Arg Lys Arg 




290 






295 


His 


Val 


His 


Asp 


Glu Phe Arg Thr 


305 








310 


His 


Leu 


Gly His 


Gly Arg Leu Trp 



325 



Ala 


HIS 


Fne 


Thr Leu Cys Ser Gly 


Arg 


Lys 




- ^ 

Val Tyr Val Pro 


Tyr 




10 




15 




Leu 


vixy 


Thr 


Asp Leu Val Ser 


He 


25 






30 




Arg 


iii- 


Asn 


He Ala Ala He 


Thr 








45 




Gly 


Ser 


Asn 


Trp Glu Gly He 


Leu 








60 




Arg 


Pro 


Asp 


Asp Ser Pro Glu 


Pro 






75 




80 


inr 


nlS 


vai 


Pro Asn Leu Phe 


Ser 




90 




95 




Pro 


Leu 


Asn 


Gin Ser Glu Val 


Leu 


105 






110 




He 


Gly 


Gly 


He Asp His Ser 


Leu 








125 




Pro 


xie 


Arg 


Arg Glu Trp Tyr 


Tyr 








140 




He 


Asn 


Gly 


Gin Asp Leu Lys 


Met 






155 




160 


iiys 


Ser 


lie 


Val Asp Ser Gly Thr 




170 




175 




vai 


pne 


G1U 


Ala Ala Val Lys 


Ser 


IOC 

185 






190 




Lys 


pne 


Pro 


Asp Gly Phe Trp 


Leu 








205 




Til a 

Ala 


Giy 


inr 


Thr Pro Trp Asn 


He 








220 




Met 


Gly 


Glu 


Val Thr Asn Gin 


Ser 






235 




240 


Gin 


Tyr 


Leu 


Arg Pro Val Glu Asp 




250 




255 




Tyr 


Lys 


Phe 


Ala He Ser Gin 


Ser 


265 






270 




Val 


He 


Met 


Glu Gly Phe Tyr Val 








285 




He 


Gly 


Phe 


Ala Val Ser Ala 


Cys 








300 




Ala 


Ala 


Val 


Glu Gly Pro Phe 


Cys 






315 




320 


Leu 


Gin 


His 


Ser Thr Asp Arg 






330 




335 





<210> 168 
<211> 138 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -47. .-1 
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<400> 168 








Mat- G*ln 

rice oi. u 


uy o 


Phe Val Asp Pro Gly 




-45 






-40 


Leu Ara 


Thr 


Tyr 


Leu 


Trp Arg Cys 


- 3 0 








-25 


Leu Gly 


Leu 


Met 


Cys 


Phe Gly Ala 


-15 








-10 


Cys Arg 


Ser 


Leu 

c 


Tyr 


Pro Thr He 


Ala Gly 


Leu 


Cys Thr Leu Gly Ser 




20 






25 


Glu Leu 


Leu 


His 


Gin 


Lys Leu Glu 


35 








40 


Phe Gly 


Trp 


Ser 


Phe 


Cys Leu Ala 


50 








55 


Met Ala 


Ser 


Ala 


Leu 


Phe Xle Trp 








70 




Tyr Thr 


Leu 


Met 


Lys 


Ala Tyr Arg 



85 



Asn 


His 


Asn Ser Glv He 


Asn Leu 






-35 




Gin 


Phe 


Leu Leu Pro Phe 


Val Ser 






-2 0 




Leu 


Xle 


Glv Leu Cvs Ala 


Cys He 






_ 5 






1X1 i 


vaxy J.J.C Jjcli Alb 


LlCU LlCU 


10 




15 




Val 


Ser 


Cys Tyr Val Ala 


Gly He 






30 




Leu 


Pro 


Asp Asn Val Ser 


Gly Glu 






45 




Cys 


Val 


Ser Ala Pro Leu 


Gin Phe 






60 


65 


Ala 


Ala 


His Thr Asn Arg 


Arg Glu 




75 




80 


Val 


Ala 







<210> 169 
<211> 101 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -73. . -1 

<400> 169 



Met 


Asn 


Leu 


Glu 


Arg Val Ser Asn Glu Glu 


Lys 


Leu 


Asn 


Leu 


Cys 


Arg 








-70 


-65 








-60 






Lys 


Tyr 


Tyr 


Leu 


Gly Gly Phe Ala Phe Leu 


Pro 


Phe 


Leu 


Trp 


Leu 


Val 






-55 




-50 






-45 








Asn 


He 


Phe 


Trp 


Phe Tyr Arg Glu Ala Phe 


Leu 


Val 


Pro 


Ala 


Tyr 


Thr 




-40 






-35 




-30 










Glu 


Gin 


Ser 


Gin 


He Lys Gly Tyr Val Trp 


Arg 


Ser 


Ala 


Val 


Gly Phe 


-25 








-20 


-15 










-10 


Leu 


Phe 


Trp 


Val 


He Val Leu Thr Ser Trp 


lie 


Thr 


He 


Phe 


Gin 


He 


Tyr Arg 


Pro 


Arg 


-5 1 
Trp Gly Ala Leu Gly Asp 


Tyr 


Leu 


Ser 


5 

Phe 


Thr 


He 






10 




15 






20 








Pro 


Leu 


Gly 


Thr 


Pro 















25 



<210> 170 

<211> 252 

<212> PRT 

<213> Homo sapiens 
<220> 

*221> SIGNAL 

<222> -68, . -1 



<400> 170 

Met Pro Glu Gly Pro Glu Leu His Leu Ala Ser Gin Phe Val Asn Glu 
-65 -60 -55 
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Ala 


Cys Arg 


Ala 


Leu Val 


Phe Gly Gly Cys 


Val 


Glu 


Lys Ser Ser Val 




-50 














-40 


Ser Arg Asn 


Pro 


Glu Val 


Prr» PHp Rill 


Ser 


Ser 


Ala 


Tyr Arg He Ser 




-35 






_ 1 A 






«25 




Ala 


Ser Ala 


Arg 


Gly Lys 


Glu Leu Arg 


Leu 


He 


Leu 


Ser Pro Leu Pro 


-20 






-15 






-10 




-5 


Gly Ala Gin Pro 


Gin Gin 


Glu Pro Leu 


Ala 


Leu 


Val 


Phe Arg Phe Gly 








1 


5 








10 


Met 


Ser Gly 


Ser 


Phe Gin 


Leu Val Pro 


Arg 


Glu 


Glu 


Leu Pro Arg His 




15 






20 








25 


Ala 


His Leu Arg 


Phe Tyr 


Thr Ala Pro 


Pro Gly 


Pro Arg Leu Ala Leu 




30 






35 






40 




Cys 


Phe Val 


Asp 


He Arg Arg Phe Gly Arg Trp Asp Leu Gly Gly Lys 


45 






50 






55 




60 


Trp 


Gin Pro Gly 


Arg Gly Pro Cys Val 


Leu 


Gin 


Glu 


Tyr Gin Gin Phe 






65 




70 






75 


Arg 


Glu Asn 


Val 


Leu Arg 


Asn Leu Ala 


Asp 


Lys 


Ala 


Phe Asp Arg Pro 




80 




85 








90 


He 


Cys Glu 


Ala 


Leu Leu Asp Gin Arg 


Phe Phe Asn Gly He Gly Asn 




95 






100 








105 


Tyr 


Leu Arg 


Ala 


Glu He 


Leu Tyr Arg 


Leu 


Lys 


He 


Pro Pro Phe Glu 


110 






115 






120 




Lys 


Ala Arg 


Ser 


Val Leu 


Glu Ala Leu 


Gin 


Gin 


His 


Arg Pro Ser Pro 


125 






130 






135 




140 


Glu 


Leu Thr 


Leu 


Ser Gin 


Lys He Arg 


Thr 


Lys 


Leu 


Gin Asn Ser Asp 








145 




150 






155 


Leu 


Leu Glu 


Leu 


Cys His 


Ser Val Pro 


Lys 


Glu 


Val 


Val Gin Leu Gly 






160 




165 








170 


Glu Ala Lys 


Asp 


Gly Ser 


Asn Leu Cys 


Phe 


Ser 


Lys 





175 180 



<210> 171 
<211> 350 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -68. .-1 



<400> 171 



Met 


Pro 


Glu Gly 


Pro Glu Leu 


His Leu Ala 


Ser 


Gin 


Phe Val 


Asn 


Glu 
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<222> -35. .-1 

<400> 183 

Met Pro Phe Gin Phe Gly Thr Gin Pro Arg Arg Phe Pro Val Glu Gly 
-35 -30 -25 -20 

Gly Asp Ser Ser lie Glu Leu Glu Pro Gly Leu Ser Ser Ser Ala Ala 

-15 -10 -5 

Cys Asn Gly Lys Glu Met Ser Pro Thr Arg Gin Leu Arg Arg Cys Pro 

15 10 
Gly Ser His Cys Leu Thr He Thr Asp Val Pro Val Thr Val Tyr Ala 

15 20 25 

Thr Thr Arg Lys Pro Pro Ala Gin Ser Ser Lys Glu Met His Pro Lys 
30 35 40 45 



<210> 184 


























<211> 73 


























<212> PRT 


























<213> Homo sapiens 
























<220> 


























<221> SIGNAL 


























<222> -21. . -1 


























<400> 184 


























Met Ala Pro Gin 


Thr 


Leu 


Leu 


Pro 


Val 


Leu 


Val 


Leu 


Cys 


Val 


Leu 


Leu 


-20 






-15 










-10 










Leu Gin Ala Gin 


Gly Gly 


Tyr 


Arg Asp 


Lys 


Met 


Arg 


Met 


Gin Arg 


He 


-5 




1 








5 










10 




Lys Val Cys Glu 


Lys 


Arg 


Pro 


Ser 


He Asp Leu Cys 


He 


His 


His 


Cys 


15 










20 










25 






Ser Cys Phe Gin 


Lys 


Cys 


Glu 


Thr 


Asn 


Lys 


He 


Cys 


Cys 


Ser 


Ala 


Phe 


30 








35 










40 








Cys Gly Asn He 


Cys 


Met 


Ser 


He 


Leu 

















45 50 



<210> 185 
<211> 98 
<212> PRT 

<213> Homo sapiens 
<400> 185 

Met Leu Gly Ala Glu Thr Glu Glu Lys Leu Phe Asp Ala Pro Leu Ser 
15 10 15 
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lie Ser 


Lys 


Arg Glu Gin 


Leu 




Gin 


Gin 


Val 


Pro 


Glu Asn Tyr 


Phe 






20 






25 
















Tyr va± 


Pro 


Asp Leu Gly 


Gin 


Val 


Pro 


Glu 


He 


Asp 


Val 


Pro 


Ser 


Tvr 


35 






40 










45 








Leu Pro 


Asp 


Leu Pro Gly 


He 


Ala 


Asn Asp 


Leu 


Met 


Tyr 


He 


Ala 


Asp 


50 






55 










60 










Leu Gly 


Pro 


Gly He Ala Pro 


Ser 


Ala 


Pro Gly Thr 


lie 


Pro 


Glu 


Leu 


65 




70 










75 










80 


Pro Thr 


Phe 


His Thr Glu 


Val 


Ala 


Glu 


Pro 


Leu 


Lys 


Thr 


Tyr 


Lys 


Met 






85 








90 










95 




Gly Tyr 



























<210> 1B6 
<211> 112 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -21. . -1 



<400> 186 
Met Glu Ser Arg 
-20 

Gly Ala Val Trp 
-5 

Leu Thr Glu Leu 
15 

Pro Gly Leu His 
30 

Arg Ser lie Lys 
45 

Leu Arg Asn Lys 
60 

His Leu Asn Ser 



Val Leu Leu Arg 
-15 

Gly Leu Gly Val 
1 

Glu Leu Gly Glu 

Asn Gly Thr Lys 
35 

Ala Ser Thr Ala 
50 

His Glu Phe Thr 
65 

Gly Val lie Leu 
80 



Thr Phe Cys Leu 
-10 

Asp Pro Ser Leu 
5 

Ser Thr Thr Gly 
20 

Ala Phe Leu Phe 

Thr Ala Glu Gin 
55 

He Leu val Thr 
70 

Ser He His His 
85 



He Phe Gly Leu 

Gin He Asp Val 
10 

Val Arg Gin Val 
25 

Gin Asp Thr Pro 
40 

Phe Phe Gin Lys 

Leu Lys Gin Thr 
75 

Leu Asp His Arg 
90 



<210> 187 
<211> 70 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -44 . . -1 

<400> 187 

Met Cys Cys Tyr Cys Arg He Phe Cys Leu Arg Cys Thr Tyr Phe Pro 
-40 -35 -30 

Val His Cys Gly Met Cys Asn Leu Arg Tyr Phe Glu Phe Ser Thr Phe 
-25 -20 -15 

Leu Leu Ser Leu Ser Leu He Thr Tyr Cys Phe Trp Asp Pro Pro His 
-10 -5 1 

Arg Gly Ser His Ser Leu Ser Leu Glu His Thr Pro Leu Asp Phe Leu 

5 lp 15 20 

Glu Trp Gly Leu Leu Arg 
25 
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<210> 188 
<211> 92 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -13. .-1 



<400> 188 






















Met 


Leu 


Phe Ser 
-10 


Leu 


Ser 


Leu 


Leu 


Ser 
-5 


Asn 


Leu 


Asn 


Gin 


He Gly Ser 
1 


Ser 


His 


Leu Asp 


Arg 


Pro 


His 


He 


Pro Gly Gin Ser Ala 


Gin Leu Phe 




5 








10 










15 






lie 


Tyr 


Gin Met 


Ser 


Ser 


Gin 


Gin 


Leu 


Gin 


Gin 


Gin 


Pro 


Ser Ala Asn 


20 






25 










30 






35 


Lys 


Lys 


Ala Gly 


Lys 


He 


His 


Asn 


Thr 


Pro 


Phe 


Ala 


Asn 


Gin Leu Asn 






40 










45 








50 


Pro 


Thr 


Gin His 
55 


Leu 


Ala 


Lys 


Pro 


Phe 
60 


Gin 


Gin 


He 


Leu 


Pro Gly Arg 
65 


Gin 


Ser 


Gly Ser 

70 


Leu 


Thr 


Ser 


Pro 
75 


Phe 


Leu 


Ala 


Cys 







<210> 189 
<211> 207 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -42. .-1 



<400> 189 
Met His He 
-40 

He Val His 
-25 

Asp Leu Val 
-10 

Leu Gin Glu 

Ala He Tyr 
25 

Val Asp Leu 
40 

Glu Gin Cys 
55 

Glu Thr Lys 

Leu Lys Asp 

Thr Lys Glu 
105 

Gin Lys Cys 
120 

Val Val Glu 
135 

Ala Asp Asp 



Leu Gin Leu Leu Thr Thr Val Asp Asp Gly He Gin Ala 

-35 -30 
Cys Pro Asp Thr Gly Lys Asp He Trp Asn Leu Leu Phe 

-20 -15 
Cys His Glu Phe Cys Gin Ser Asp Asp Pro Pro He He 

-5 15 
Gin Lys Thr Val Leu Ala Ser Val Phe Ser Val Leu Ser 
10 15 20 

Ala Ser Gin Thr Glu Gin Glu Tyr Leu Lys He Glu Lys 

30 35 
Pro Leu He Asp . Ser Leu He Arg Val Leu Gin Asn Met 

45 50 
Gin Lys Lys Pro Glu Asn Ser Ala Glu Ser Asn Thr Glu 

60 65 70 

Arg Thr Asp Leu Thr Gin Asp Asp Leu His Leu Lys He 

75 80 85 

He Leu Cys Glu Phe Leu Ser Asn He Phe Gin Ala Leu 
90 95 100 

Thr Val Ala Gin Gly Val Lys Glu Gly Gin Leu Ser Lys 

110 115 
Ser Ser Ala Phe Gin Asn Leu Leu Pro Phe Tyr Ser Pro 

125 130 
Asp Phe He Lys He Leu Arg Glu Val Asp Lys Ala Leu 
140 145 150 

Leu Glu Lys Asn Phe Pro Ser Leu Lys Val Gin Thr 
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155 



160 



165 



<210> 190 
<211> 201 
<212> PRT 

<213> Homo sapiens 
<400> 190 

Met Gin Val Ala Leu Lys Glu Asp Leu Asp Ala Leu Lys Glu Lys Phe 

15 10 15 

Arg Thr Met Glu Ser Asn Gin Lys Ser Ser Phe Gin Glu lie Pro Lys 

20 25 30 

Leu Asn Glu Glu Leu Leu Ser Lys Gin Lys Gin Leu Glu Lys He Glu 

35 40 45 

Ser Gly Glu .Met Gly Leu Asn Lys Val Trp He Asn He Thr Glu Met 

50 55 60 

Asn Lys Gin He Ser Leu Leu Thr Ser Ala Val Asn His Leu Lys Ala 
65 70 75 80 

Asn Val Lys Ser Ala Ala Asp Leu He Ser Leu Pro Thr Thr Val Glu 

85 90 95 

Gly Leu Gin Lys Ser Val Ala Ser He Gly Asn Thr Leu Asn Ser Val 

100 105 110 

His Leu Ala Val Glu Ala Leu Gin Lys Thr Val Asp Glu His Lys Lys 

115 120 125 

Thr Met Glu Leu Leu Gin Ser Asp Met Asn Gin His Phe Leu Lys Glu 

130 135 140 

Thr Pro Gly Ser Asn Gin He He Pro Ser Pro Ser Ala Thr Ser Glu 
145 150 155 160 

Leu Asp Asn Lys Thr His Ser Glu Asn Leu Lys Gin Met Gly Asp Arg 

165 170 175 

Ser Ala Thr Leu Lys Arg Gin Ser Leu Asp Gin Val Thr Asn Arg Thr 

180 185 190 

Asp Thr Val Lys He Gin Lys Lys Lys 
195 200 



<210> 191 
<211> 379 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -37. . -1 

<400> 191 

Met Pro His Ser Ser Leu His Pro 
-35 -30 
Gly Ala Gin Lys Ala Ala Leu Val 

-20 -15 
Leu Trp Gly Leu Gly Glu Pro Pro 
-5 1 
Leu His Leu Ala Ser Leu Gin Leu 
15 

Ser Leu Ala Glu Glu Leu Arg His 

30 35 
Tyr Trp Arg Thr Val Arg Ala Cys 

45 50 
Ala Leu Leu Leu Leu Ser He Tyr 



Ser lie 


Pro 


Cys Pro Arg 


Gly 


His 






-25 






Leu Leu 


Ser 


Ala Cys Leu 


Val 


Thr 






-10 






Glu His 


Thr 


Leu Arg Tyr 


Leu 


Val 


5 






10 




Gly Leu 


Leu Leu Asn Gly 


Val 


Cys 


20 




25 






He His 


Ser 


Arg Tyr Arg 


Gly 


Ser 






40 






Leu Gly 


Cys 


Pro Leu Arg 


Arg 


Gly 






55 






Phe Tyr 


Tyr 


Ser Leu Pro 


Asn 


Ala 
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60 

Val Gly Pro Pro 

Ala Leu Asn lie 
95 

Ser Ala Val Cys 
110 

Trp Ser Tyr Tyr 
125 

Ala Arg lie Arg 
140 

Ala Val Ser Gin 

Pro Asp Asn Leu 
175 

Leu Pro Gin Gin 
190 

Ser Asn Ser lie 
205 

Cys Val Leu Glu 
220 

Gin Tyr Ser Gin 

Lys Leu Phe Cys 
255 

Ser Gin Asn Asn 
270 

Ser Ser Phe Ser 
285 

Glu Lys Glu Glu 
300 

Ser Thr Ser Thr 

Gly Lys Pro Leu 
335 



65 




Phe Thr Trp 


Met 


80 




Leu Leu Gly 


Leu 


Glu Lys Gly 


Asn 




115 


lie Gly Tyr 


Leu 


130 




Thr Tyr Asn 


Gin 


145 




Arg Leu Tyr 


lie 


160 




Ser Met Ala 


Asp 


Thr Gly Asp 


Arg 




195 


Tyr Glu Leu 


Leu 


210 




Tvr Ala Thr 


Pro 


225 




Ala Gly Phe 


Ser 


240 




Ara Thr Leu 


Glu 


Cys Arg Leu 


lie 




275 


Leu Ser Gin 


Glu 


290 




Val Thr Val 


Gly 


305 




Met Ser Gin 


Glu 


320 




Pro Leu Arg 


Thr 



70 

Leu Ala Leu Leu 
85 

Lys Gly Leu Ala 
100 

Phe Asn Val Ala 

Arg Leu lie Leu 
135 

His Tyr Asn Asn 
150 

Leu Leu Pro Leu 
165 

Pro Asn lie Arg 
180 

Ala Gly He Lys 

Glu Asn Gly Gin 
215 

Leu Gin Thr Leu 
230 

Arg Glu Asp Arg 
245 

Asp He Leu Ala 
260 

Ala Tyr Gin Glu 

Val Leu Arg His 
295 

Ser Leu Lys Thr 
310 

Pro Glu Leu Leu 
325 

Asp Phe Ser 
340 



75 

Gly Leu Ser Gin 
90 

Pro Ala Glu He 
105 

His Gly Leu Ala 
120 

Pro Glu Leu Gin 

Leu Leu Arg Gly 
155 

Asp Cys Gly Val 
170 

Phe Leu Asp Lys 
185 

Asp Arg Val Tyr 
200 

Arg Ala Gly Thr 

Phe Ala Met Ser 
235 

Leu Glu Gin Ala 
250 

Asp Ala Pro Glu 
265 

Pro Ala Asp Asp 
280 

Leu Arg Gin Glu 

Ser Ala Val Pro 
315 

Leu Ser Gly Met 
330 



<210> 192 
<211> 112 
<212> PRT 
<213> Homo sapiens 



<400> 192 



Met 


Pro 


Ser 


Glu 


Gly Arg Cys 


Trp Glu 


Thr 


Leu 


Lys 


Ala 


Leu 


Arg 


Ser 


1 








5 








10 










15 




Ser 


Asp 


Lys 


Gly 
20 


Arg 


Leu 


Cys 


Tyr Tyr 
25 


Arg 


Asp 


Trp 


Leu 


Leu 
30 


Arg 


Arg 


Glu 


Asp 


Val 
35 


Leu 


Glu 


Glu 


Cys 


Met Ser 
40 


Leu 


Pro 


Lys 


Leu 
45 


Ser 


Ser 


Tyr 


Ser 


Gly 
50 


Trp 


Val 


val 


Glu 


His 
55 


Val Leu 


Pro 


His 


Met 
60 


Gin 


Glu 


Asn 


Gin 


Pro 


Leu 


Ser 


Glu 


Thr 


Ser 


Pro 


Ser Ser 


Thr 


Ser 


Ala 


Ser 


Ala 


Leu 


Asp 


65 










70 








75 










80 


Gin 


Pro 


Ser 


Phe 


Val 
85 


Pro 


Lys 


Ser Pro 


Asp 
90 


Ala 


Ser 


Ser 


Ala 


Phe 
95 


Ser 


Pro 


Ala 


Ser 


Pro 
100 


Ala 


Thr 


Pro 


Asn Gly 
105 


Thr 


Lys 


Gly 


Lys 


Lys 
110 


Lys 


Lys 



<210> 193 
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<211> 43 
<212> PRT 

<213> Homo sapiens 
<400> 193 

Ser Leu Pro Gin Ala Leu Trp Phe Gin Phe Phe Tyr His Ser Gly Ser 

15 10 15 

Ser Leu Glu Ser Pro Gly Met Leu Asn Gly Pro Phe Gin His Arg Asn 

20 25 30 

Ser Arg lie Met Thr His Arg Ser Ala Glu Lys 
35 40 



<210> 194 
<211> 51 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -16. .-1 

<400> 194 

Met Leu Arg He Ala Leu Thr Leu 

-15 -10 
Ala Gly Trp Cys Trp Tyr Lys Glu 
1 5 
Cys Leu Pro Cys Leu Ser Trp Asn 
20 

Pro Asn Phe 
35 



He Pro Ser Met Leu Ser Arg Ala 
-5 

Pro Thr Gin Gin Phe Ser Tyr Leu 

10 15 
Lys Lys Gly Asn Val Leu Gin Leu 
25 30 



<210> 195 
<211> 244 
<212> PRT 
<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -18. .-1 



<400> 195 



Met 


Ala 


Asn 


Pro 


Lys Leu Leu Gly 








-15 




He 


Gly 


Ala 


Asp 


Ser Ala Arg Phe 






1 




5 


Lys 


Glu 


Leu 


Gin 


Gin Ala Gin Thr 


15 








20 


Gin 


Pro 


Gin 


Pro 


Gly Phe Cys He 










35 


Val 


Phe 


He 


Asn 


He Cys His Ser 








50 




Val 


Thr 


Glu 


Glu 


Glu Leu Leu Gin 






65 




70 


Phe 


Arg 


He 


Pro 


Met Ser Leu Gly 




80 






85 


Lys 


-Gly 


Gin 


Gly 


Cys Thr Ala Tyr 


95 








100 


Tyr 


Arg 


Arg 


Met 


Gin Asn Ser Asp 



Leu Glu Leu Ser Glu Ala Glu Ala 
-10 -5 
Glu Glu Leu Leu Leu Gin Ala Ser 
10 

Thr Arg Pro Glu Ser Thr Gin He 

25 30 
Lys Thr Asn Ser Ser Glu Gly Lys 

40 45 
Pro Ser lie Pro Pro Pro Ala Asp 
55 60 
Met Leu Glu Glu Asp Gin Ala Gly 
75 

Glu x Pro His Ala Glu Leu Asp Ala 
90 

Asp Val Ala Val Asn Ser Asp Phe 
105 HO 
Phe Leu Arg Glu Leu Val He Thr 



WO 99/31236 



-141- 



PCT/IB98/02122 











115 






120 










125 




lie 


Ala 


Arci 


Glu 


Gly Leu 


Glu Asp lie 


Tyr 


Asn 


Leu 


Gin 


Leu 


Asn 


Pro 








130 






135 










140 






Glu 


Trp 


Arq 


Met 


Met 


Lys 


Asn Arg Pro 


Phe 


Met 


Gly Ser 


He 


Ser 


Gin 






145 








150 








155 








Gin 


Asn 


lie 


Arg 


Ser 


Glu 


Gin Arg Pro 


Arg 


He 


Gin 


Glu 


Leu Gly 


Asp 




160 










165 






170 










Leu 


Tyr 


Thr 


Pro 


Ala 


Pro 


Gly Arg Ala 


Glu 


Ser Gly 


Pro 


Glu 


Lys 


Pro 


175 










180 






185 










190 


His 


Leu 


Asn 


Leu 


Trp 


Leu 


Glu Ala Pro 


Asp 


Leu 


Leu 


Leu 


Ala 


Glu 


Val 










195 






200 










205 




Asp 


Leu 


Pro 


Lys 


Leu 


Asp 


Gly Ala Leu 


Gly 


Leu 


Ser 


Leu 


Glu 


He 


Gly 








210 






215 










220 






Arg 


Thr 


Ala 


Trp 























225 



<210> 196 
<211> 353 
<212> PRT 
<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -34. . -1 

<400> 196 



Met 


Glu 


Arg 


Gly 


Leu 


Lys 


Ser Ala Asp 


Pro 


Arg Asp Gly 


Thr Gly 


Tyr 










-30 










-25 




-20 




Thr Gly 


Trp 


Ala 


Gly lie 


Ala 


Val 


Leu 


Tyr 


Leu His Leu 


Tyr Asp 


Val 








-15 










-10 






-5 




Phe Gly 


Asp 


Pro 


Ala 


Tyr 


Leu 


Gin 


Leu 


Ala 


His Gly Tyr 


val Lys 


Gin 






1 








5 








10 






Ser 


Leu 


Asn 


Cys 


Leu 


Thr 


Lys 


Arg 


Ser 


lie 


Thr Phe Leu 


Cys Gly 


Asp 


15 










20 










25 




30 


Ala Gly 


Pro 


Leu 


Ala 


Val 


Ala 


Ala 


Val 


Leu 


Tyr His Lys 


Met Asn 


Asn 










35 










40 




45 




Glu 


Lys 


Gin 


Ala 


Glu Asp 


Cys 


He 


Thr 


Arg 


Leu lie His 


Leu Asn 


Lys 








50 










55 






60 




He 


Asp 


Pro 
65 


His 


Ala 


Pro 


Asn 


Glu 
70 


Met 


Leu 


Tyr Gly Arg 
75 


He Gly 


Tyr 


He 


Tyr 


Ala 


Leu 


Leu 


Phe 


Val 


Asn Lys 


Asn 


Phe Gly Val 


Glu Lys 


Thr 




80 










85 








90 






Pro 


Gin 


Ser 


His 


He 


Gin 


Gin 


lie 


Cys 


Glu 


Thr He Leu 


Thr Ser 


Gly 


95 










100 










105 




110 


Glu 


Asn 


Leu 


Ala 


Arg 
115 


Lys 


Arg 


Asn 


Phe 


Thr 
120 


Ala Lys Ser 


Pro Leu 
125 


Met 


Tyr 


Glu 


Trp 


Tyr 


Gin 


Glu 


Tyr Tyr Val 


Gly 


Ala Ala His 


Gly Leu 


Ala 








130 










135 






140 




Gly He 


Tyr 


Tyr 


Tyr 


Leu 


Met 


Gin 


Pro 


Ser 


Leu Gin Val 


Ser Gin 


Gly 






145 










150 






155 






Lys 


Leu 
160 


His 


Ser 


Leu 


Val 


Lys 
165 


Pro 


Ser 


Val 


Asp Tyr Val 
170 


Cys Gin 


Leu 


Lys 


Phe 


Pro 


Ser 


Gly Asn 


Tyr 


Pro 


Pro 


Cys 


lie Gly Asp 


Asn Arg 


Asp 


175 










180 










185 




190 


Leu 


Leu 


Val 


His 


Trp 


Cys 


His 


Gly Ala 


Pro 


Gly Val lie 


Tyr Met 


Leu 










195 










200 




205 




He 


Gin 


Ala 


Tyr 


Lys 


Val 


Phe Arg Glu 


Glu 


Lys Tyr Leu 


Cys Asp 


Ala 








210 










215 






220 




Tyr 


Gin 


Cys 
225 


Ala 


Asp 


val 


He 


Trp 
230 


Gin 


Tyr 


Gly Leu Leu 
235 


Lys Lys 


Gly 
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260 
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275 


280 
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<213> Homo sapiens 




<400> 197 
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X 5 
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20 


25 


<210> 198 




<211> 112 












it v 




<ZZ1> blbNAb 






■% 


?± U U <^ 1 JO 




iTjet oJ.li >isp inr tjiy 


oci Vdl Val irxO lieu 




-An 


TSr-r 71 1 a hi a Ton 1 
Iyr rvla Ala 1j€U val 


A.ia oer uiy v?xy lie 


-30 


-25 


f2l \r Cot- 1 T3>-*-\ Gov 

oiy ocx veil riu o6x 


Ton 7A 1 a Ala f2l ir T 
XjCU xVlo. r\X a. Uiy JjCU 


-15 


1 V 


Gly Leu Gly Ala Tyr 


Gin Leu Ser Gin Asp 


1 5 


10 


Phe Leu Ala Thr Ser 


Gly Thr Leu Ala Gly 


20 


25 


TH/T* T-It c Car ("1 ~\ ~\ T T ire 

iyi iixo ocx uiy Xiys 


DVio Mot - Prn 7Al a fllw 
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50 


55 


^, n *1 A - TOO 

<*iu> iyy 




<211> 54 




<212> PRT 




<213> Homo sapiens 




<4O0> 199 




Glu He Ala Gly Tyr 


Gly Ala Glu Gly Phe 


1 5 


10 



PCT/1B98/02122 



Ala Tyr Ala Phe Leu Thr 
250 

Leu Tyr Arg Ala Cys Lys 
265 270 
His Gly Cys Arg Thr Pro 
265 

Ala Gly Thr He Tyr Phe 
300 

Arg Phe Pro Ala Phe Glu 
315 



Lys His Thr His Thr His 
15 

Lys Lys Lys Lys 
30 



His Trp Phe Gly Phe Gly 
-35 

He Gly Tyr Val Lys Ala 
-20 

Leu Phe Gly Ser Leu Ala 
-5 

Pro Arg Asn Val Trp Val 
15 

He Met Gly Met Arg Phe 
30 

Leu He Ala Gly Ala Ser 
45 

Met Phe Asn Arg Pro His 
60 



Ser Ser Val Leu Gly Tyr 
15 
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Pro Arg Trp His Arg Leu Pro Pro Gin Ser Leu Gin His His Gin Tyr 

20 25 30 

Cys Gin Arg Arg Trp Pro Asp Arg Arg Cys Leu Gin Ser His Thr Gin 

35 40 45 

Ser Ser Gly His Leu Pro 
50 



<210> 200 
<211> 151 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -21. .-.1 

<400> 200 



Met 


Ala 


Ala 


Ser 


Thr Ser Met 


Xaa 


Pro Val 


Ala Val Thr Ala 


Ala 


Val 




-20 






-15 






-10 






Ala 


Pro 


Val 


Leu 


Ser lie Asn 


Ser Asp Phe 


Ser Asp Leu Arg 


Glu 


He 


-5 








1 




5 




10 




Lys 


Lys 


Gin 


Leu 


Leu Leu He Ala Gly Leu Thr Arg Glu Arg 


Gly Leu 




15 






20 


25 






Leu 


His 


Ser 


Ser 


Lys Trp Ser 


Ala 


Glu Leu 


Ala Phe Ser Leu 


Pro 


Ala 






30 






35 




40 






Leu 


Pro 


Xaa Gly 


Gin Leu Gin 


Pro 


Pro Pro 


Pro He Thr Glu 


Glu Asp 




45 






50 






.55 






Ala 


Gin 


Asp 


Met 


Asp Ala Tyr 


Thr 


Leu Ala 


Lys Ala Tyr Phe 


Asp 


Val 


60 






€5 






70 




75 


Lys 


Glu 


Tyr Asp 


Arg Ala Ala His 


Phe Leu 


His Gly Cys Asn 


Ser 


Lys 








80 




85 




90 




Lys 


Ala 


Tyr 


Phe 


Leu Tyr Met 


Tyr 


Ser Arg 


Tyr Leu Val Arg 


Ala 


He 




95 






100 


105 






Leu Lys 


Cys 


His 


Ser Ala Phe 


Ser 


Glu Thr Ser lie Phe Arg 


Thr 


Asn 






110 






115 




120 






Gly Lys 


Val 


Lys 


Ser Phe Lys 














125 






130 













<210> 201 
<211> 22B 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -25. .-1 

<400> 201 

Met Ser Met Ala Val Glu Thr Phe 
-25 -20 
Leu Leu Met Leu Gly Val Thr Leu 
-5 

Thr Val His Gly Asn Val He Thr 

10 15 
Trp Phe Ser Cys Ala Thr Asp Ser 

25 30 
Phe Pro Ser Met Leu Ala Leu Ser 
40 45 



Gly Phe Phe Met Ala Thr Val Gly 
-15 -10 
Pro Asn Ser Tyr Trp Arg Val Ser 

1 5 
Thr Asn Thr He Phe Glu Asn Leu 
20 

Leu Gly Val Tyr Asn Cys Trp Glu 
35 

Gly Tyr He Gin Ala Cys Arg Ala 
50 55 
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Leu 


Met 


He 


Thr 


Ala 
60 


He 


Leu 


Leu 


lie 


Ala 


Gly 


Leu 
75 


Arg 


Cys 


Thr 


Asn 


Lys 


Ala 


Lys 
90 


Leu 


Ala 


Ala 


Thr 


Ala 
95 


lie 


Cys 
105 


Gly 


Met 


Val 


Ala 


He 
110 


Ser 


Asp 


Phe 


Phe 


Asp 


Pro 


Leu 


Tyr 


Pro 


120 










125 






Ala 


Leu 


Tyr 


Leu 


Gly 
140 


Trp 


Ser 


Ala 


Leu 


Cys 


Leu 


Cys 
155 


Ser 


Ala 


Cys 


Cys 


Ala 


Ser 


Ala 


Arg 


Arg 


Pro Tyr Gin 






170 










175 


Ala 


Thr 


Ser 


Asp 


Gin 


Glu Gly Asp 




185 










190 




Asn 


Ala 


Tyr 


val 











200 



Gly 


Phe Leu Gly Leu Leu 


Leu Gly 




es 


70 


He 


Gly Gly Leu Glu Leu 


Ser Arg 


80 


85 




Gly 


Ala Pro His He Leu 


Ala Gly 




100 




Trp 


Tyr Ala Phe Asn He 


Thr Arg 




115 




Gly 


Thr Lys Tyr Glu Leu 


Gly Pro 




130 


135 


Ser 


Leu lie Ser He Leu 


Gly Gly 




145 


150 


Cys 


Gly Ser Asp Glu Asp 


Pro Ala 


160 


165 




Ala 


Pro Val Ser Val Met 


Pro Val 




180 




Ser 


Ser Phe Gly Lys Tyr 


Gly Arg 




195 





<210> 202 
<211> 64 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -47.. -1 

<400> 202 

Met His Gly Phe Glu He He Ser 
-45 -40 
Lys Val Ser Gin Gly Pro Leu Phe 

-30 -25 
Pro Val Thr Trp Leu Gly Leu Leu 
-15 -10 
Pro Asp Leu Pro Thr Glu Met Pro 
5 



Leu Lys Glu Glu Ser Pro Leu Gly 
-35 

Asn Val Thr Ser Gly Ser Ser Ser 
-20 

Ser Phe Gin Asn Leu His Cys Phe 

-5 1 
Leu Arg Ala Lys Gly Val Asn Thr 
10 15 



<210> 203 






<211> 146 






<212> PRT 






<213> Homo sapiens 






<220> 






<221> SIGNAL 






<222> -31. . -1 






<400> 203 






Met Met Trp Gin Lys 


Tyr Ala Gly Ser 


Arg Arg Ser Met Pro Leu Gly 


-30 


-25 


-20 


Ala Arg He Leu Phe 


His Gly Val Phe 


Tyr Ala Gly Gly Phe Ala He 


-15 


-10 


-5 1 


Val Tyr Tyr Leu He 


Gin Lys Phe His 


Ser Arg Ala Leu Tyr Tyr Lys 


5 


10 


15 


Leu Ala Val Glu Gin 


Leu Gin Ser His 


Pro Glu Ala Gin Glu Ala Leu 


20 


25 


30 
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Gly Pro 


Pro 


Leu 


Asn lie His Tyr 


35 






40 


Phe Val 


Asp 


lie 


Val Asp Ala Lys 


50 






55 


Lys Ser 


Glu 


Gly 


Leu Leu Tyr Val 








70 


Gin Arg 


Trp 


His 


Leu Asp Glu Val 






85 




Gin lie 


Pro 


Val 


Phe Lys Leu Ser 




100 




105 


Lys Glu 








115 









Leu Lys Leu lie Asp Arg Glu Asn 
45 

Leu Lys He Pro Val Ser Gly Ser 

60 65 
His Ser Ser Arg Gly Gly Pro Phe 

75 80 
Phe Leu Glu Leu Lys Asp Gly Gin 
90 95 
Gly Glu Asn Gly Asp Glu Val Lys 
110 



<210> 204 

<211> 87 

<212> PRT 

<213> Homo sapiens 

<400> 204 

Met Glu Leu Ala Pro Thr Ala Arg Leu Pro Pro Gly His Gly Ser Leu 

15 10 15 

Pro His Gly Val Leu Gly Pro Arg Ala Thr Gly Ser Val Thr His Leu 

20 25 30 

Ser Leu Leu Pro Gin He Lys Gin Arg Ala Ser Glu Ala Leu Pro Glu 

35 40 45 

Leu Leu Arg Pro Val Thr Pro He Thr Asn Phe Glu Gly Ser Gin Ser 

50 55 60 

Gin Asp His Ser Gly He Phe Gly Leu Val Thr Asn Leu Glu Glu Leu 
65 70 75 80 

Glu Val Asp Asp Trp Glu Phe 
85 



<210> 205 

<211> 40 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -27. . -1 

<400> 205 

Met Arg Thr Leu Phe Gly Ala Val Arg Ala Pro Phe Ser Ser Leu Thr 

•25 -20 -15 

Leu Leu Leu He Thr Pro Ser Pro Ser Pro Leu Leu Phe Asp Arg Gly 

-10 -5 1 5 

Leu Ser Leu Arg Ser Ala Met Ser 
10 



<210> 206 
<211> 154 
<212> PRT 
<213> Homo sapiens 

<400> 206 

Met Gly Ser Leu Ser Gly Leu Arg Leu Ala Ala Gly Ser Cys Phe Arg 
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1 






5 










10 


15 




Leu 


Cys 


Glu 


Arg Asp 


Val 


Ser 


Ser 


Ser 


Leu 


Arg Leu Thr Arg Ser 


Ser 








20 








25 




30 




Asp 


Leu 


Lys 


Arg He 


Asn 


Gly 


Phe 


Cys 


Thr 


Lys Pro Gin Glu Ser 


Pro 






35 








40 






45 




Gly 


Ala 


Pro 


Ser Arg 


Thr 


Tyr 


Asn 


Arg 


Val 


Pro Leu His Lys Pro 


Thr 




50 








55 








60 




Asp 


Trp 


Gin Lys Lys 


He 


Leu 


He 


Trp 


Ser 


Gly Arg Phe Lys Lys 


Glu 


65 








70 












80 


Asp 


Glu 


He 


Pro Glu 


Thr 


Val 


Ser 


Leu 


Glu 


Met Leu Asp Ala Ala 


Lys 








85 










90 


95 




Asn 


Lys 


Met 


Arg Val 


Lys 


Ser 


Ser 


Tyr 


Leu 


Met lie Ala Leu Thr 


Val 








100 








105 




110 




Val 


Gly 


Cys 


He Phe 


Met 


Val 


He 


Glu 


Gly 


Lys Lys Ala Ala Gin 


Arg 






115 








120 






125 




His 


Glu 


Thr 


Leu Thr 


Ser 


Leu 


Asn 


Leu 


Glu 


Lys Lys Ala Arg Leu 


Lys 




130 








135 








140 




Glu 


Glu 


Ala 


Ala Met 


Lys 


Ala 


Lys 


Thr 


Glu 







145 150 



<210> 207 

<211> 101 

<212> PRT 

<213> Homo sapiens 

<400> 207 



Met 


Val 


Cys 


Glu 


Lys 


Cys 


Glu 


Lys 


1 








5 








Asp 


Thr 


Trp 


Lys 


Asp 


Gly 


Ala 


Arg 








20 










Lys 


Leu 


Asn 


Lys 


Asn 


Lys 


Ala 


Leu 






35 










40 


Pro 


Tyr 


Gly 


Lys 


Asn 


Lys 


Phe 


Ser 




50 










55 




Val 


His 


Gin 


Pro 


Gly 


Ser 


His 


Tyr 


65 










70 






Gly 


He 


Cys 


Ala 


Met 


Cys 


Gly 


Lys 










85 








Lys 


Gin 


Thr 


Ser 


Val 









100 



Lys 


Leu 


Gly Thr Val He Thr 


Pro 




10 


15 




Asn 


Thr 


Thr Glu Ser Gly Gly 


Arg 


25 




30 




Thr 


Ser 


Lys Lys Ala Arg Phe 


Asp 






45 




Thr 


Cys 


Arg He Cys Lys Ser 


Ser 






60 




Cys 


Gin 


Gly Cys Ala Tyr Lys 


Lys 






75 


80 


Lys 


Val 


Leu Asp Thr Lys Asn 


Tyr 




90 


95 





<210> 208 
<211> 456 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -22. . -1 



<400> 208 



Met Phe Glu Glu 


Pro 


Glu 


Trp 


Ala 


Glu 


Ala 


Ala 


Pro Val Ala Ala 


Gly 


-20 








-15 








-10 




Leu Gly Pro Val 


He 


Ser 


Arg 


Pro 


Pro 


Pro 


Ala 


Ala Ser Ser Gin 


Asn 


-5 






1 








5 




10 


Lys Gly Ser Lys 


Arg 


Arg 


Gin 


Leu 


Leu 


Ala 


Thr 


Leu Arg Ala Leu 


Glu 




15 










20 




25 




Ala Ala Ser Leu 


Ser 


Gin 


His 


Pro 


Pro 


Ser 


Leu Cys He Ser Asp 


Ser 
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Glu 


Glu 


Glu 


Glu 






45 




Phe 


Ala 


Ser 


Ala 




60 






Gin 


Lys 


Gin 


Gly 


75 








Lys 


Lys 


Lys 


Cys 


Asp 


bJLU 


Lys 


Arg 








110 


Ala 


Gin 


His 


Leu 






125 




Gly 


Ser 


Thr 


Thr 




140 






Pro 


Lys 


Pro 


Pro 


155 








Lys 


Asn 


Lys 


Arg 


Asp 


Gin 


Ala 


Pro 








190 


Val 


Pro 


Arg 


Thr 






205 




Arg 


Met 


Ala 


Gin 




220 






Gin 


Leu 


Tyr 


Ser 


235 








Asp 


Pro 


Glu 


Ala 


Lys 


Lys 


Trp 


Pro 








270 


Gin 


Arg 


Pro 


Ala 






285 




Arg 


Leu 


Ala 


Ser 




300 






Ser 


Leu 


Asp 


Pro 


315 








Glu 


Asp 


Glu 


Ser 


Thr 


Asn 


lie 


Arg 








350 


Gly 


Gly 


Leu 


Leu 






365 




Arg 


Thr 


Phe 


Leu 




380 






Lys 


Asp 


Leu 


Thr 


395 








Gly 


Pro 


Pro 


Leu 


Gin 


Pro 


Cys 


Leu 



Glu 


Glu 


Arg 


Lys 








50 


Ser 


Ala 


Glu 


Val 






65 




Pro 


Pro 


Cys 


Ser 




80 






His 


Lys 


Gin 


Ala 


95 








Lys 


Arg 


Lys 


Cys 


Asp 


Asn 


Val 


Asp 








130 


Asn 


Asp 


Pro 


Pro 






145 




His 


Thr 


Leu 


Ser 




160 






Arg, 


Cys 


Lys 


Asn 


175 








Ala 


Glu 


Ala 


Pro 


Asp 


Ser 


His 


Gly 








210 


Arg 


Leu 


Asp 


Gly 






225 




Gly 


Pro 


Ser 


Ser 




240 






Phe 


Leu 


Leu 


Tyr 


255 








Leu 


Gin 


Pro 


Val 


Ser 


Leu 


Val 


Val 








290 


Ser 


lie 


Arg 


Asn 






305 




Arg 


Val 


Thr 


val 




320 






Val 


Asp 


Val 


Ala 


335 








Asp 


Phe 


Leu 


Glu 


Lys 


Val 


Ala 


Glu 








370 


Arg 


Ala 


Val 


Thr 






385 




Asn 


Ser 


His 


Phe 




400 






Val 


Gly 


Pro 


Lys 


415 








Tyr 


Lys 


Arg 


Arg 



Lys 


Lys 


Cys 


Pro 


Gly 


Lys 


Lys 


Gly 








70 


Asp 


Ser 


Glu 


Glu 






85 




Leu 


Val 


Gly 


Ser 




100 






Gin 


Lys 


His 


Ala 


115 








Gin 


Thr 


Gly 


Pro 


Lys 


Gin 


Ser 


Pro 








150 


Arg 


Lys 


Gin 


Trp 






165 




Lys 


Phe 


Gin 


Pro 




180 






Thr 


Glu 


Lys 


Thr 


195 








Ala 


Arg 


Ala 


Gly 


Ala 


Arg 


Phe 


Arg 








230 


Ala 


Ala 


Gin 


Arg 






245 




His 


Arg 


Gly 


Phe 




260 






Asp 


Arg 


lie 


Ala 


275 








Ala 


Asp 


Phe 


Gly 


Pro 


Val 


His 


Cys 








310 


Cys 


Asp 


Met 


Ala 






325 




Val 


Phe 


Cys 


Leu 




340 






Glu 


Ala 


Asn 


Arg 


355 








Val 


Ser 


Ser 


Arg 


Lys 


Leu 


Gly 


Phe 








390 


Phe 


Leu 


Phe 


Asp 






405 




Ala 


Gin 


Leu 


Ser 



420 



40 

Lys Lys Ala Ser 
55 

Lys Lys Lys Cys 

Glu Val Glu Arg 
90 

Asp Ser Ala Glu 
105 

Pro lie Asn Ser 
120 

Lys Ala Trp Lys 
135 

Gly Ser Thr Ser 

Arg Asn Arg Gin 
170 

Pro Gin Val Pro 
185 

Glu Val Ser Pro 
200 

Ala Leu Arg Ala 
215 

Tyr Leu Asn Glu 

Leu Phe Gin Glu 
250 

Gin Ser Gin Val 
265 

Arg Asp Leu Arg 
280 

Cys Gly Asp Cys 
295 

Phe Asp Leu Ala 

Gin Val Pro Leu 
330 

Ser Leu Met Gly 
345 

Val Leu Lys Pro 
360 

Phe Glu Asp Val 
375 

Lys He Val Ser 

Phe Gin Lys Thr 
410 

Gly Leu Gin Leu 
425 



<210> 209 
<211> 98 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -17, .-1 
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<400> 209 

Met Pro Ser Ser Phe Phe Leu Leu Leu Gin Phe Phe Leu Arg 

-15 -10 -5 

Gly Val Leu lie Arg Met Asn Asp Thr Arg Leu Tyr His Glu 

15 10 
Lys Thr Tyr Met Leu Arg Glu Tyr. Thr Ser Arg Glu Ser Lys 

20 25 
Ser Leu Met His Val Pro Pro Ser Leu Phe Thr Glu Pro Asn 

35 40 45 

Ser Gin Tyr Leu Pro He Lys Glu Ala Val Cys Glu Lys Leu 

50 55 60 

Pro Glu Arg He Asp Pro Asn Pro Ala Asp Ser Gin Lys Ser 

65 70 75 

Val Glu 
80 



He. Asp 

Ala Asp 

15 
He Ser 
30 

Glu He 
He Phe 
Thr Gin 



<210> 210 
<211> 83 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -29. .-1 

<400> 210 



Met 


Thr 


Leu 


Leu 


Ser 


Phe 


Ala 


Ala 


Phe Thr Ala Ala Phe 


Ser 


Val 


Leu 










-25 








-20 




-15 




Pro 


Cys 


Tyr 


Tyr 


Leu Gly Leu 


Phe 


Gin Arg Ala Leu Ala 


Ser 


Val 


Phe 








-10 










-5 


1 






Asp 


Pro 


Leu 


Cys 


Val 


Cys 


Ser Arg 


Val Leu Pro Thr Pro 


Val 


Cys 


Thr 


5 










10 




15 








Leu 


Val 


Ala 


Thr 


Gin 


Ala 


Glu 


Lys 


He Leu Glu Asn Gly Pro Cys 


Pro 


20 










25 






30 






35 


Thr Lys 


Glu 


Ala 


Ala 


Gin 


Leu 


Val 


Gly Lys Gly Ser Val 


Ser 


Ala 


Arg 










40 








45 




50 




Asn 


Ala 


Ser 





















<210> 211 
<211> 229 
<212> PRT 
<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -23. .-1 

<400> 211 

Met Gly Asp Lys He Trp Leu Pro 
-20 

Leu Pro Pro Val Leu Leu Pro Gly 

-5 1 
Asp Ser Asp Phe Thr Phe Thr Leu 
10 15 
Tyr Gin Pro Met Pro Leu Lys Ala 
30 

Leu Asp Gly Ala Gly Leu Asp He 



Phe Pro Val Leu Leu Leu Ala Ala 
-15 -10 
Ala Ala Gly Phe Thr Pro Ser Leu 
5 

Pro Ala Gly Gin Lys Glu Cys Phe 

20 25 
Ser Leu Glu He Glu Tyr Gin Val 

35 40 
Asp Phe His Leu Ala Ser Pro Glu 
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Gly 


Lys Thr 


Leu 


Val 


Phe 


Glu 


Gin 




60 










65 


Val 


Glu Thr 


Glu 


Val 


Gly Asp 


Tyr 




75 








80 




Ser 


Thr He 


Ser 


Glu 


Lys 


Val 


lie 


90 








95 






Met 


Gly Glu 


Gin 


Ala 


Gin 


Glu 


Gin 








110 








Gly 


Thr Asp 


He 


Leu Asp 


Met 


Lys 






125 










Ser 


Ser He 


Lys 


Ser Arg 


Leu 


Ser 




140 










145 


Leu 


Arg Ala 


Phe 


Glu 


Ala 


Arg 


Asp 




155 








160 




Asp 


Arg Val 


Asn 


Phe 


Trp 


Ser 


Met 


170 








175 






Val 


Ser Ala 


He 


Gin 


Val 


Tyr 


Met 








190 








Arg 


Lys Ser 


Arg 


Thr 









205 



50 










55 






Arg 


Lys 


Ser 


Asp 


Gly Val His 


Thr 










70 








Met 


Phe 


Cys 


Phe 


Asp 


Asn 


Thr 


Phe 








85 










Phe 


Phe 


Glu 


Leu 


He 


Leu Asp Asn 






100 










105 


Glu Asp 


Trp 


Lys 


Lys 


Tyr 


He 


Thr 




115 










120 




Leu 


Glu 


Asp 


lie 


Leu 


Glu 


Ser 


He 


130 










135 






Lys 


Ser 


Gly His 


He 


Gin 


He 


Leu 










150 








Arg Asn 


He 


Gin 


Glu 


Ser 


Asn 


Phe 








165 










Val 


Asn 


Leu 


Val 


Val 


Met 


Val 


Val 






180 










185 


Leu 


Lys 


Ser 


Leu 


Phe 


Glu 


Asp 


Lys 



195 200 



<210> 212 
<211> 152 
<212> PRT 
<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -21. .-1 



<400> 212 
Met Ala Gin Leu 
-20 

Ala Ser Leu Phe 
-5 

Val Tyr Tyr Arg 
15 

Phe His Leu Met 
30 

Thr Leu Gin Thr 
45 

Gly Val Met He 
60 

Pro Asn Ala Val 

Lys Ala Leu lie 
95 

Ser Val His Thr 
110 

Asn Asp Phe Ser 
125 



Gly Ala Val Val 
-15 

Ser Ala Val His 
1 

Gly Gly Ala Leu 

Leu Pro Phe He 
35 

Asp Glu Val Lys 
50 

Tyr Phe Asp Arg 
65 

His Asp lie Val 
80 

Phe Asn Lys He 

Leu Gin Glu Val 
115 

Gin Glu Ser Ser 
130 



Ala Val Ala Ser 
-10 

Lys He Glu Glu 
5 

Leu Thr Ser Thr 
20 

Thr Ser Tyr Lys 

Asn Val Pro Cys 
55 

He Glu Val Val 
70 

Lys Asn Tyr Thr 
85 

His His Glu Leu 
100 

Tyr lie Glu Leu 



Ser Phe Phe Cys 

Gly His lie Gly 
10 

Ser Gly Pro Gly 
25 

Ser Val Gin Thr 
40 

Gly Thr Ser Gly 

Asn Phe Leu Val 
75 

Ala Asp Tyr Asp 
90 

Asn Gin Phe Cys 
105 

Phe Gly Leu Glu 
120 



<210> 213 
<211> 179 
<212> PRT 

<213> Homo sapiens 
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<220> 

<221> SIGNAL 
<222> -54. . -1 

<400> 213 

Met Ala Ala Ser Glu Ala Ala Val Val Ser Ser Pro Ser Leu Lys Thr 

-50 -45 -40 

Asp Thr Ser Pro Val Leu Glu Thr Ala Gly Thr Val Ala Ala Met Ala 

-35 -30 -25 

Ala Thr Pro Ser Ala Arg Ala Ala Ala Ala Val Val Ala Ala Ala Ala 

-20 -15 -10 

Arg Thr Gly Ser Glu Ala Arg Val Ser Lys Ala Ala Leu Ala Thr Lys 

-5 15 10 

Leu Leu Ser Leu Ser Gly Val Phe Ala Val His Lys Pro Lys Gly Pro 

15 20 25 

Thr Ser Ala Glu Leu Leu Asn Arg Leu Lys Glu Lys Leu Leu Ala Glu 

30 35 40 

Ala Gly Met Pro Ser Pro Glu Trp Thr Lys Arg Lys Lys Gin Thr Leu 

45 50 55 

Lys He Gly His Gly Gly Thr Leu Asp Ser Ala Ala Arg Gly Val Leu 

60 65 70 

Val Val Gly He Gly Ser Gly Thr Lys Met Leu Thr Ser Met Leu Ser 
75 80 85 90 

Gly Ser Lys Arg Tyr Thr Ala He Gly Glu Leu Gly Lys Ala Thr Asp 

95 100 105 

Thr Leu Asp Ser Thr Gly Lys Val Thr Glu Glu Lys Pro Tyr Gly Met 
110 H5 120 

Asn Leu He 
125 



<210> 214 
<211> 269 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -92. . -1 



<400> 214 



Met 


He 


Thr 


His 


Val 


Thr Leu Glu Asp Ala Leu 


Ser 


Asn 


Val 


Asp 


Leu 






-90 






-85 






-80 








Leu 


Glu 


Glu 


Leu 


Pro 


Leu Pro Asp Gin Gin Pro 


Cys 


He 


Glu 


Pro 


Pro 




-75 








-70 




-65 










Pro 


Ser 


Ser 


He 


Met 


Tyr Gin Ala Asn 


Phe Asp 


Thr 


Asn 


Phe 


Glu Asp 


-60 










-55 


-50 










-45 


Arg 


Asn 


Ala 


Phe 


Val Thr Gly He Ala Arg Tyr 


He 


Glu 


Gin 


Ala 


Thr 








-40 




-35 








-30 




Val 


His 


Ser 


Ser 


Met 


Asn Glu Met Leu 


Glu Glu 


Gly His 


Glu 


Tyr 


Ala 








-25 




-20 








-15 






Val 


Met 


Leu 
-10 


Tyr 


Thr 


Trp Arg Ser Cys 
-5 


Ser Arg 


Ala 


He 
1 


Pro 


Gin 


Val 


Lys 


Cys 


Asn 


Glu 


Gin 


Pro Asn Arg Val 


Glu He 


Tyr 


Glu 


Lys 


Thr 


Val 


5 








10 


15 










20 


Glu 


Val 


Leu 


Glu 


Pro Glu Val Thr Lys 


Leu Met 


Lys 


Phe 


Met 


Tyr 


Phe 










25 




30 








35 




Gin 


Arg 


Lys 


Ala 
40 


He 


Glu Arg Phe Cys 
45 


Ser Glu 


Val 


Lys 


Arg 
50 


Leu 


Cys 


His 


Ala 


Glu 
55 


Arg 


Arg 


Lys Asp Phe Val 
60 


Ser Glu 


Ala 


Tyr 
65 


Leu 


Leu 


Thr 
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Leu Gly 


Lys 


Phe 


He 


Asn Met Phe 


Ala Val 


Leu Asp 


Glu 


Leu 


Lys Asn 




70 








75 




80 








Met 


Lys 


Cys 


Ser 


Val 


Lys Asn Asp 


His Ser 


Ala Tyr 


Lys 


Arg 


Ala Ala 


85 










90 




95 






100 


Gin 


Phe 


Leu Arg 


Lys 


Met Ala Asp 


Pro Gin 


Ser He 


Gin 


Glu 


Ser Gin 










105 




110 








115 


Asn 


Leu 


Ser 


Met 


Phe 


Leu Ala Asn 


His Asn 


Arg He 


Thr 


Gin 


Cys Leu 








120 






125 






130 




His 


Gin 


Gin 


Leu 


Glu 


Val He Pro 


Gly Tyr 


Glu Glu 


Leu Leu Ala Asp 






135 






140 






145 






lie 


Val 


Asn 


He 


Cys Val Asp Tyr Tyr Glu 


Asn Lys 


Met 


Tyr 


Leu Thr 




150 








155 




160 








Pro 


Ser 


Glu 


Lys 


His 


Met Leu Leu 


Lys Val 


Lys Leu 


Pro 






165 










170 




175 









<210> 215 
<211> 135 
<212> PRT 
<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -22. .-1 



<400> 215 




















Met Gin 


Thr 


Val 


Tyr Tyr Gly Ser 


Leu Gly Leu Trp 


Leu 


Ala 


Leu 


Val 




-20 








-15 




-10 








Asp Gly 


Leu 


Val 


Arg Ser Ser Pro Ser Leu Asp Gin 


Met 


Phe Asp Ala 


-5 










1 


5 








10 


Glu He 


Leu 


Gly 


Phe 


Ser 


Thr Pro 


Pro Gly Arg Leu 


Ser 


Met 


Met 


Ser 








15 






20 






25 




Phe He 


Phe 


Asn 


Ala 


Leu 


Thr Cys 


Ala Leu Gly Leu 


Leu 


Tyr 


Phe 


He 






30 








35 




40 






Arg Arg 


Gly 


Lys 


Gin 


Cys 


Leu Asp 


Phe Thr Val Thr 


Val 


His 


Phe 


Phe 




45 








50 




55 








His Leu 


Leu 


Gly 


Cys 


Trp 


Phe Tyr 


Ser Ser Arg Phe 


Pro 


Ser 


Ala 


Leu 


60 










65 


70 










Thr Trp 


Trp 


Leu 


Val 


Gin 


Ala Val 


Cys He Ala Leu 


Met 


Ala 


Val 


He 


75 








80 




85 








90 


Gly Glu 


Tyr 


Leu 


Cys 


Met 


Arg Thr 


Glu Leu Lys Glu 


He 


Pro 


Leu 


Asn 








95 






100 






105 




Ser Ala 


Pro 


Lys 


Ser 


Asn 


Val 













110 



<210> 216 

<211> 67 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -38. .-1 

<400> 216 

Met Asn Asn Val Gin Pro Lys He 
-35 

Val Lys Gly His Val Lys Met Leu 
-20 -15 



Lys His Arg Pro Phe Cys Phe Ser 

-30 -25 

Arg Leu Val Phe Ala Leu Val Thr 
-10 
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Ala Val Cys Cys Leu Ala Asp Gly Ala Leu lie Tyr Arg Lys Leu Leu 

-5 15 10 

Phe Asn Pro Asn Gly Pro Tyr Gin Lys Lys Pro Val His Glu Lys Lys 
15 20 25 

Glu Val Leu 



<210> 217 
<211> 125 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -54 . . -1 

<400> 217 



Met 


Ala 


Asp 


Glu 


Glu Leu Glu Ala Leu Arg Arg Gin Arg 


Leu 


Ala 


Glu 










-50 -45 




-40 




Leu 


Gin 


Ala 


Lys 


His Gly Asp Pro Gly Asp Ala Ala Gin 


Gin 


Glu 


Ala 








-35 


-30 


-25 






Lys 


His 


Arg 


Glu 


Ala Glu Met Arg Asn Ser lie Leu Ala 


Gin 


Val 


Leu 






-20 




-15 -10 








Asp 


Gin 


Ser 


Ala 


Arg Ala Arg Leu Ser Asn Leu Ala Leu 


Val 


Lys 


Pro 


-5 






1 5 






10 


Glu 


Lys 


Thr Lys 


Ala Val Glu Asn Tyr Leu lie Gin Met 


Ala 


Arg 


Tyr 








15 20 




25 




Gly 


Gin 


Leu 


Ser 


Glu Lys Val Ser Glu Gin Gly Leu lie 


Glu 


He 


Leu 








30 


35 


40 






Lys 


Lys 


Val 


Ser 


Gin Gin Thr Glu Lys Thr Thr Thr Val 


Lys 


Phe 


Asn 






45 




50 55 








Arg 


Arg 


Lys 


Val 


Met Asp Ser Asp Glu Asp Asp Asp Tyr 










60 






65 70 









<210> 218 
















<211> 376 
















<212> PRT 
















<213> Homo sapiens 












<220> 


















<221> SIGNAL 














<222> -21..- 


1 














<400> 218 
















Met Gly 


His 


Arg 


Phe Leu Arg Gly 


Leu Leu Thr 


Leu 


Leu Leu 


Pro 


Pro 


-20 






-15 




-10 








Pro Pro 


Leu 


Tyr 


Thr Arg His Arg 


Met Leu Gly Pro 


Glu Ser 


Val 


Pro 


-5 




1 


5 






10 




Pro Pro 


Lys 


Arg 


Ser Arg Ser Lys 


Leu Met Ala 


Pro 


Pro Arg 


He 


Gly 






15 




20 




25 






Thr His 


Asn 


Gly 


Thr Phe His Cys 


Asp Glu Ala 


Leu 


Ala Cys 


Ala 


Leu 




30 




35 






40 






Leu Arg 


Leu 


Leu 


Pro Glu Tyr Arg Asp Ala Glu 


He 


Val Arg 


Thr 


Arg 


45 






50 




55 








Asp Pro 


Glu 


Lys 


Leu Ala Ser Cys 


Asp He Val 


Val 


Asp Val 


Gly 


Gly 


60 






65 


70 








75 


Glu Tyr 


Asp 


Pro 


Arg Arg His Arg 


T^yr Asp His 


His 


Gin Arg 


Ser 


Phe 








80 


85 






90 




Thr Glu 


Thr 


Met 


Ser Ser Leu Ser Pro Gly Arg Pro Trp Gin Thr 


Lys 
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Leu 


Ser 


Ser 


Ala 


Gly Leu He Tyr 






110 




115 


Ala 


Gin 


Leu 


Leu 


Gly Thr Ser Glu 




125 






130 


Tyr Asp 


Lys 


Met 


Tyr Glu Asn Phe 


140 








145 


Asn Gly 


He 


Ser 


Gin Trp Ala Glu 










160 


Thr 


Thr 


Leu 


Ser 


Ala Arg Val Ala 








175 




Pro Asp 


Gin 


Asp 


Thr Glu Ala Gly 






190 




195 


Gin 


Glu 


Glu 


Phe 


Leu Gin Arg Leu 




205 






210 


Pro 


Ala 


Arg 


Ala 


Leu Val Glu Glu 


220 








225 


Asp 


Pro 


Ser 


Gly 


Glu He Val Glu 










240 


Lys 


Glu 


His 


Leu 


Tyr His Leu Glu 








255 




lie 


Phe 


Phe 


Val 


He Tyr Thr Asp 






270 




275 


Cys 


Val 


Pro 


Lvs 


Glu Pro His Ser 




285 






290 


Glu 


Pro 


Trp 


Arg 


Gly Leu Arg Asp 


300 








305 


He 


Pro 


Gly 


Cys 


He Phe Val His 










320 


Arg 


Thr 


Arg 


Glu 


Gly Ala Leu Ser 








335 




Arg 


Ser 


Tyr 


Leu 


Pro Gin He Ser 






350 




355 



100 








105 






Leu 


His 


Phe Gly 


His 


Lys 


Leu 


Leu 








120 








Glu 


Asp 


Ser Met 


Val 


Gly 


Thr 


Leu 






135 










Val 


Glu 


Glu Val 


Asp Ala 


Val 


Asp 






150 








155 


Gly Glu 


Pro Arg 


Tyr Ala 


Leu 


Thr 




165 








170 




Arg 


Leu 


Asn Pro 


Thr 


Trp 


Asn 


His 


180 








185 






Phe 


Lys 


Arg Ala 


Met 


Asp 


Leu 


Val 








200 








Asp 


Phe 


Tyr Gin 


His 


Ser 


Trp 


Leu 






215 










Ala 


Leu 


Ala Gin 


Arg 


Phe 


Gin 


Val 






230 








235 


Leu 


Ala 


Lys Gly 


Ala 


Cys 


Pro 


Trp 




245 








250 




Ser Gly 


Leu Ser 


Pro 


Pro 


Val 


Ala 


260 








265 






Gin 


Ala 


Gly Gin 


Trp Arg 


He 


Gin 








280 








Phe 


Gin 


Ser Arg 


Leu 


Pro 


Leu 


Pro 






295 










Glu 


Ala 


Leu Asp 


Gin 


Val 


Ser 


Gly 






310 








315 


Ala 


Ser 


Gly Phe 


He Gly 


Gly 


His 




325 








330 




Met Ala Arg Ala 


Thr 


Leu 


Ala 


Gin 


340 








345 







<210> 219 
<211> 211 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -30. .-1 



<400> 219 



Met 


Gly 


Glu 


Ala 


Ser Pro Pro 


Ala Pro 


Ala 


Arg Arg 


His 


Leu 


Leu 


Val 


-30 








-25 






-20 








-15 


Leu 


Leu 


Leu 


Leu 


Leu Ser Thr 


Leu Val 


He 


Pro Ser 


Ala 


Ala 


Ala 


Pro 










-10 




-5 








1 




He 


His 


Asp 


Ala 


Asp Ala Gin Glu Ser Ser Leu Gly 


Leu 


Thr 


Gly 


Leu 






5 






10 






15 








Gin 


Ser 


Leu 


Leu 


Gin Gly Phe 


Ser Arg 


Leu 


Phe Leu 


Lys 


Gly 


Asn 


Leu 




20 






25 






30 










Leu 


Arg 


Gly 


He 


Asp Ser Leu 


Phe Ser 


Ala 


Pro Met 


Asp 


Phe 


Arg 


Gly 


35 








40 






45 








50 


Leu 


Pro 


Gly 


Asn 


Tyr His Lys 


Glu Glu 


Asn 


Gin Glu 


His 


Gin 


Leu 


Gly 










55 




60 








65 




Asn 


Asn 


Thr 


Leu 


Ser Ser His 


Leu Gin 


He 


Asp Lys 


Val 


Pro 


Arg 


Met 








70 




75 








80 






Glu 


Glu 


Lys 


Glu 


Ala Leu Val 


Pro lie 


Gin 


Lys Ala 


Thr 


Asp 


Ser 


Phe 






85 






90 






95 
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His 


Thr 


Glu 


Leu 


His 


Pro Arg Val 


Ala Phe Trp lie lie Lys Leu 


Pro 




100 








105 


110 




Arg 


Arg 


Arg 


Ser 


His 


Gin Asp Ala 


Leu Glu Gly Gly His Trp Leu 


Ser 


115 










120 


125 


130 


Glu 


Lys 


Arg 


His 


Arg 


Leu Gin Ala 


lie Arg Asp Gly Leu Arg Lys Gly 










135 




140 145 




Thr 


His 


Lys 


Asp 


Val 


Leu Glu Glu Gly Thr Glu Ser Ser Ser His 


Ser 








150 






155 160 




Arg 


Leu 


Ser 


Pro 


Arg 


Lys Thr His 


Leu Leu Tyr lie Leu Arg Pro 


Ser 






165 






170 


175 




Arg 


Gin 


Leu 














180 















<210> 220 
<211> 154 
<212> PRT 
<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -60. .-1 



<400> 220 








Met 


Gly 


Ser Lys Cys 


Cys 


Lys 


Gly 


-60 






-55 






Arg 


Gin 


Arg Arg Gin 


Lys 


Leu 


Leu 






-40 








Arg 


Val 


Lys Ala Ala 


Gly Gin lie 






-25 








Val 


Arg 


Arg Thr Leu 


Leu 


Val 


Ala 






-10 






-5 


Cys 


Trp 


Trp Arg Thr 


Leu 


Val 


Gin 


5 






10 






Ala 


Leu 


Leu Arg Val 


Tyr Val 


He 






25 








Gin 


Ser 


Cys lie Arg 


Met 


Trp 


Gin 






40 








Cys 


Asn 


Ala Leu Cys 


Leu 


Phe 


Gin 






55 






60 


Gin 


Thr 


Asp Gly Phe 


Leu 


Gin 


Val 




70 






75 




Pro 


Glu 


Phe His lie 


Glu 


lie 


Leu 


85 






90 







Gly Pro Asp Glu Asp Ala Val Glu 
-50 -45 
Leu Ala Gin Leu His His Arg Lys 

-35 -30 
Gin Ala Trp Trp Arg Gly Val Leu 
-20 -15 
Ala Leu Arg Ala Trp Met He Gin 
1 

Arg Arg He Arg Gin Arg Arg Gin 

15 20 
Gin Glu Gin Ala Thr Val Lys Leu 

30 35 
Cys Arg Gin Cys Tyr Arg Gin Met 
45 50 
Val Pro Glu Ser Ser Leu Ala Phe 
65 

Gin Tyr Ala He Pro Ser Lys Gin 
80 

Ser He 



<210> 221 
<211> 123 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -42. .-1 

<400> 221 

Met Lys Gly Gly Ala Phe Ser Asn Leu Asn Asp Ser Gin Leu Ser Ala 

-40 -35 -30 

Ser Phe Lau Gin Pro Ser Leu Gin Ala Asn Cys Pro Ala Leu Asp Pro 
-25 -20 -15 
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Ala Val Ser Leu Ser Ala Pro Ala 
-10 -5 
Lys Ser Ser Gin Ala Ala Arg Lys 
10 

Asp Gly Asp Ser Gly Thr Ser Glu 

25 30 
Pro Arg lie Ser Cys His Gly Ala 

40 45 
Cys Leu Gly Cys Ser Cys Cys Thr 
55 60 
Ser Leu Leu Ser Leu Glu Ala Pro 
75 



Phe Ala Ser Ala Leu Arg Ser Met 

1 5 
Asp Asp Phe Leu Arg Ser Leu Ser 
15 20 
His He Ser Ala Val Val Thr Ser 
35 

Ala He Pro Thr Ala Arg Ala Leu 
50 

Glu Arg Leu Leu Leu Pro Pro Pro 

€5 70 
Ala Ser Thr 
80 



<210> 222 
<211> 346 
<212> PRT 

<213> Homo sapiens 
<220>^ 

<221>~ SIGNAL 
<222> -19. . -1 



<400> 222 



Met 


Ala 


Met 


Ala 


Gin 


Lys 


Leu 


Ser 


His 


Leu 


Leu 


Pro 


Ser 


Leu 


Arg 


Gin 










-15 










-10 










-5 




Val 


He 


Gin 


Glu 


Pro 


Gin 


Leu 


Ser 


Leu 


Gin 


Pro 


Glu 


Pro 


Val 


Phe 


Thr 








1 








5 










10 








Val 


Asp Arg 


Ala 


Glu 


Val 


Pro 


Pro 


Leu 


Phe 


Trp 


Lys 


Pro 


Tyr 


He 


Tyr 




15 










20 










25 










Ala Gly Tyr 


Arg 


Pro 


Leu 


His 


Gin 


Thr Trp 


Arg 


Phe 


Tyr 


Phe 


Arg 


Thr 


30 










35 










40 










45 


Leu 


Phe 


Gin 


Gin 


His 


Asn 


Glu 


Ala 


Val 


Asn 


Val 


Trp 


Thr 


His 


Leu 


Leu 










50 










55 










60 




Ala 


Ala 


Leu 


Val 


Leu 


Leu 


Leu Arg 


Leu 


Ala 


Leu 


Phe 


Val 


Glu 


Thr 


Val 








65 










70 










75 






Asp 


Phe 


Trp 


Gly 


Asp 


Pro 


His 


Ala 


Leu 


Pro 


Leu 


Phe 


He 


He 


Val 


Leu 






80 










85 










90 








Ala 


Ser 


Phe 


Thr 


Tyr 


Leu 


Ser 


Leu 


Ser 


Ala 


Leu 


Ala 


His 


Leu 


Leu 


Gin 




95 










100 










105 










Ala 


Lys 


Ser 


Glu 


Phe 


Trp 


His 


Tyr 


Ser 


Phe 


Phe 


Phe 


Leu 


Asp 


Tyr 


Val 


110 










115 










120 










125 


Gly Val Ala 


Val 


Tyr 


Gin 


Phe 


Gly 


Ser 


Ala 


Leu 


Ala 


His 


Phe 


Tyr 


Tyr 










130 










135 










140 




Ala 


He 


Glu 


Pro 


Ala 


Trp 


His 


Ala 


Gin 


Val 


Gin 


Ala 


Val 


Phe 


Leu 


Pro 








145 










150 










155 






Met 


Ala 


Ala 


Phe 


Leu 


Ala 


Trp 


Leu 


Ser 


Cys 


He 


Gly 


Ser 


Cys 


Tyr 


Asn 






160 










165 










170 








Lys 


Tyr 


He 


Gin 


Lys 


Pro Gly Leu 


Leu Gly 


Arg 


Thr 


Cys 


Gin 


Glu 


Val 




175 










180 










185 










Pro 


Ser 


Val 


Leu 


Ala Tyr Ala 


Leu 


Asp 


He 


Ser 


Pro 


Val 


Val 


His 


Arg 


190 










195 










200 










205 


He 


Phe 


Val 


Ser 


Ser 


Asp 


Pro 


Thr 


Thr Asp 


Asp 


Pro 


Ala 


Leu 


Leu 


Tyr 










210 










215 










220 




His 


Lys 


Cys 


Gin 


Val 


Val 


Phe 


Phe 


Leu 


Leu 


Ala 


Ala 


Ala 


Phe 


Phe 


Ser 








225 










230 










235 






Thr 


Phe 


Met 


Pro 


Glu Arg Trp 


Phe 


Pro Gly 


Ser 


Cys 


His 


Val 


Phe 


Gly 






240 










245 










250 








Gin Gly His 


Gin 


Leu 


Phe 


His 


He 


Phe 


Leu 


Val 


Leu 


Cys 


Thr 


Leu 


Ala 




255 










260 










265 










Gin 


Leu 


Glu 


Ala 


Val 


Ala 


Leu Asp 


Tyr 


Glu 


Ala 


Arg 


Arg 


Pro 


He 


Tyr 
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270 275 
Glu Pro Leu His Thr His Trp Pro 
290 

Leu Thr Val Gly Ser Ser lie Leu 
305 

Val Gin Arg Lys Leu Asp Gin Lys 
320 325 



280 285 
His Asn Phe Ser Gly Leu Phe Leu 

295 300 
Thr Ala Phe Leu Leu Ser Gin Leu 
310 315 
Thr Lys 



<210> 223 
<211> 210 
<212> PRT 
<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -20. .-1 



<400> 223 












Met 


Asp 


Asn Arg 


Phe 


Ala 


Thr 


Ala 


-20 










-15 






Leu 


He 


Ser 


Thr 


He 


Tyr 


Met 


Ala 


Tyr 


Glu 


Tyr Arg 


1 

Ser 


Pro 


Val 


Gin 






15 










20 


Ser 


He 


Trp Asp 


Glu 


Phe 


He 


Ser 




30 










35 




Asn Asp 


Ala 


Leu 


Phe 


Arg 


Tyr Asn 


45 










50 






Cys 


He 


Thr 


He 


Pro Lys 


Asn 


Met 










65 








Thr 


Glu 


Ser 


Phe 


Asp 


Val 


Val 


Thr 








80 










Glu 


Gin 


Phe 


Met 


Glu 


Lys 


Phe 


Val 






95 










100 


He 


Asp 


Leu 


Leu 


Arg 


Thr 


Tyr 


Leu 




110 










115 




Phe 


Val 


Ser 


Leu 


Gly Leu 


Met 


Cys 


125 










130 






Ala 


Cys 


He 


Cys 


Arg 


Ser 


Leu Tyr 










145 








His 


Leu 


Leu 


Ala 


Val 


Thr 


Lys 


Glu 








160 










Ser 


Lys 


His 


Thr 


Ala 


Thr 


Pro 


Ala 






175 










180 



Pro Lys 
190 



Phe 


Val 


He Ala Cys Val Leu 


Ser 






-10 


-5 


Ala 


Ser 


He Gly Thr Asp Phe 


Trp 


5 




10 




Glu 


Asn 


Ser Ser Asp Leu Asn 


Lys 






25 




Asp 


Glu 


Ala Asp Glu Lys Thr 


Tyr 






40 




Gly Thr 


Val Gly Leu Trp Arg 


Arg 






55 


60 


His 


Trp 


Tyr Ser Pro Pro Glu 


Arg 




70 


75 




Lys 


Cys 


Val Ser Phe Thr Leu 


Thr 


85 




90 




Asp 


Pro 


Gly Asn His Asn Ser 


Gly 






105 




Trp 


Arg 


Cys Gin Phe Leu Leu 


Pro 






120 




Phe 


Gly 


Ala Leu He Gly Leu 


Cys 






135 


140 


Pro 


Thr 


He Ala Thr Gly He 


Leu 




150 


155 




Ser 


Met 


Leu Pro Ala Gly Ala 


Glu 


165 




170 




His 


Ala 


Cys Val Gin Thr Gly 


Lys 



185 



<210> 224 
<211> 184 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -20. . -1 

<400> 224 

Met Asp Asn Arg Phe Ala Thr Ala Phe Val He Ala Cys Val Leu Ser 
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-20 








-15 


-10 


-5 


Leu 


He 


Ser 


Thr 


He Tyr 
1 


Met Ala Ala Ser He Gly Thr Asp Phe 
5 10 


Trp 


Tyr 


Glu 


Tyr 
15 


Arg 


Ser Pro 


Val Gin Glu Asn Ser Ser Asp Leu Asn 
20 25 


Lys 


Ser 


He 
30 


Trp 


Asp 


Glu Phe 


He Ser Asp Glu Ala Asp Glu Lys Thr 
35 40 


Tyr 


Asn 


Asp 


Ala 


Pro 


Phe Arg Tyr Asn Gly Thr Val Gly Leu Trp Arg 


Arg 


45 








50 


55 


60 


Cys 


He 


Thr 


He 


Pro Lys 
65 


Asn Met His Trp Tyr Ser Pro Pro Glu 
70 75 


Arg 


Thr 


Glu 


Ser 


Phe 
80 


Asp Val 


Val Thr Lys Cys Val Ser Phe Thr Leu 
85 90 


Thr 


Glu 


Gin 


Phe 
95 


Met 


Glu Lys 


Phe Val Asp Pro Gly Asn His Asn Ser 
100 105 


Gly 


He 


Asp 
110 


Leu 


Leu 


Arg Thr 


Tyr Leu Trp Arg Cys Gin Phe Leu Leu 
115 120 


Pro 


Phe 


Val 


Ser 


Leu 


Gly Leu 


Met Cys Phe Gly Ala Leu He Gly Leu 


Cys 


125 








130 


135 


140 


Ala 


Cys 


He 


Cys 


Arg Ser 
145 


Leu Tyr Pro Thr He Ala Thr Gly He 
150 155 


Leu 


His 


Leu 


Leu 


Ala 
160 


Asp Thr 


Met Leu 





<210> 225 
<211> 227 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -22 . . -1 

<400> 225 

Met Gly Trp Thr Met Arg Leu Val Thr Ala Ala Leu Leu Leu Gly Leu 

-20 -15 -10 

Met Met Val Val Thr Gly Asp Glu Asp Glu Asn Ser Pro Cys Ala His 

-5 15 10 

Glu Ala Leu Leu Asp Glu Asp Thr Leu Phe Cys Gin Gly Leu Glu Val 

15 20 25 

Phe Tyr Pro Glu Leu Gly Asn He Gly Cys Lys Val Val Pro Asp Cys 

30 35 40 

Asn Asn Tyr Arg Gin Lys He Thr Ser Trp Met Glu Pro He Val Lys 

45 50 55 

Phe Pro Gly Ala Val Asp Gly Ala Thr Tyr He Leu Val Met Val Asp 

60 65 70 

Pro Asp Ala Pro Ser Arg Ala Glu Pro Arg Gin Arg Phe Trp Arg His 
75 80 1 B5 90 

Trp Leu Val Thr Asp He Lys Gly Ala Asp Leu Lys Lys Gly Lys He 

95 100 105 

Gin Gly Gin Glu Leu Ser Ala Tyr Gin Ala Pro Ser Pro Pro Ala His 

110 115 120 

Ser Gly Phe His Arg Tyr Gin Phe Phe Val Tyr Leu Gin Glu Gly Lys 

125 130 135 

Val He Ser Leu Leu Pro Lys Glu Asn Lys Thr Arg Gly Ser Trp Lys 

140 145 150 

Met Asp Arg Phe Leu Asn Arg Phe His Leu Gly Glu Pro Glu Ala Ser 
155 160 165 170 

Thr Gin Phe Met Thr Gin Asn Tyr Gin Asp Ser Pro Thr Leu Gin Ala 
175 180 185 
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Pro Arg Glu Arg Ala Ser Glu Pro Lys His Lys Asn Gin Ala Glu He 
190 195 200 

Ala Ala Cys 
205 



<210> 226 
<211> 74 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -41. . -1 

<400> 226 

Met He Ala Arg Arg Asn Pro Val Pro Leu Arg Phe Leu Pro Asp Glu 

-40 -35 -30 

Ala Arg Ser Leu Pro Pro Pro Lys Leu Thr Asp Pro Arg Leu Leu Tyr 
-25 -20 -15 -10 

He Gly Phe Leu Gly Tyr Cys Ser Gly Leu He Asp Asn Leu He Arg 

-5 1 5 

Arg Arg Pro He Ala Thr Ala Gly Leu His Arg Gin Leu Leu Tyr He 

10 15 20 

Thr Ala Phe Phe Leu Leu Asp He He Leu 

25 30 



<210> 227 
<211> 73 
<212> PRT 

<213> Homo sapiens 
<400> 227 

Met Glu Lys Tyr Glu Asn Leu Gly 
1 5 
Met Val Met Lys Cys Arg Asn Lys 
20 

Lys Lys Phe Leu Glu Ser Asp Asp 

35 40 
Met Arg Glu Val Lys Leu Leu Lys 

50 55 
Asn Leu Leu Glu Val Cys Lys Lys 
65 70 



Leu Val Gly Glu Gly Ser Tyr Gly 

10 15 
Asp Thr Gly Arg He Val Ala He 
25 30 
Asp Lys Met Val Lys Lys He Ala 
45 

Gin Leu Arg His Glu Asn Leu Val 
60 

Lys 



<210> 228 
<211> 82 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -16. .-1 

<400> 228 

Met Lys Arg Leu Leu Pro Ala Thr Ser Leu Ala Gly Pro Val Leu Ser 

-15 -10 -5 

Thr Leu He Ala Pro Thr Pro Met Leu Phe Cys Glu Asp Lys Ser Trp 
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1 

Asp Leu Phe Leu 
20 

Asn Leu Ser Ser 
35 

Val Arg Glu Lys 

50 
Lys Asn 
65 



5 

Phe Phe Lys Ser 

Cys Pro P ne Q ly 
40 

Gin Ser Phe Cys 
55 



v 

10 

His Lys Thr Trp 
25 

Asn Leu Phe Leu 

Met Asn Thr Glu 
60 



15 

Gly lie Ser Thr 
30 

Cys Val Gin Phe 
45 

Cys Asp Leu Arg 



<210> 229 
<211> 119 
<212> PRT 
<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -56. . -1 



<400> 229 








Met 


Ala 


Glu 


Pro 


Ser Ala Ala Thr Gin Ser His 


Ser He Ser Ser Ser 




-55 






-50 


-45 


Ser 


Phe 


Gly 


Ala 


Glu Pro Ser Ala Pro Gly Gly Gly Gly Ser Pro Gly 


-40 








-35 -30 


-25 


Ala 


Cys 


Pro 


Ala 


Leu Gly Thr Lys Ser Cys Ser 


Ser Ser Cys Ala Asp 










-20 -15 


-10 


Ser 


Phe 


Val 


Ser 


Ser Ser Ser Ser Gin Pro Val 


Ser Leu Phe Ser Thr 








-5 


1 


5 


Ser 


Gin 


Glu 


Gly 


Leu Ser Ser Leu Cys Ser Asp 


Glu Pro Ser Ser Glu 




10 






15 


20 


He 


Met 


Thr 


Ser 


Ser Phe Leu Ser Ser Ser Glu 


He His Asn Thr Gly 


25 








30 35 


40 


Leu 


Thr 


He 


Leu 


His Gly Glu Lys Ser His Val 


Leu Gly Ser Gin Pro 










45 50 


55 


He 


Leu 


Ala 


Lys 


Lys Lys Lys 










60 







<210> 230 
<211> 54 
<212> PRT 

<213> Homo sapiens 
<400> 230 . - 

Ala Phe Val Trp Glu Pro Ala Met Val Arg He Asn Ala Leu Thr Ala 

15 10 15 

Ala Ser Glu Ala Ala Cys Leu He Val Ser Val Asp Glu Thr He Lys 

20 25 30 

Asn Pro Arg Ser Thr Val Asp Ala Pro Thr Ala Ala Gly Arg Gly Arg 

35 40 45 

Gly Arg Gly Arg Pro His 
50 



<210> 231 

<211> 210 

<212> PRT 

<213> Homo sapiens 
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<220> 

<221> SIGNAL 
<222> -14. .-1 



<400> 231 

Met Leu Thr Leu Leu Gly Leu Ser 
-10 



Gly Gly 


Ala Cys 


He Tyr Lys Tyr 




5 








10 


Arg Gly 


Glu Met 


Cys 


Phe 


Phe 


Asp 


20 








25 




Arg Gly 


Gly Glu 


Pro 


Asn 


Phe 


Leu 


35 






40 






Arg Glu 


Asp Asp 


Asn 


He 


Ala 


He 






55 








Ser Asp 


Ser. Asp 


Pro 


Ala 


Ala 


He 




70 










Thr Ala 


Tyr Leu 


Asp 


Leu 


Leu 


Leu 




85 








90 


Asn Thr 


Ser lie 


Val 


Met 


Pro 


Pro 


100 








105 




Lys Leu 


Ala Ser 


Gly Arg Tyr 


Leu 


115 






120 






Asp Leu 


Val Ala 


Val 


Glu 


Glu 


He 






135 








Phe lie 


Tyr Gin 


Leu 


Cys 


Asn 


Asn 




150 










Arg Asp 


Leu Leu 


Leu Gly Phe Asn 




165 








170 


Lys lie 


Arg His 


Phe 


Pro 


Asn 


Glu 


180 








185 





Gin Glu 



195 



Phe 


He 


Leu 


Ala 


Gly Leu He Val 




-5 






1 


Phe 


Met 


Pro 


Lys 


Ser Thr He Tyr 










15 


Ser 


Glu 


Asp 


Pro 


Ala Asn Ser Leu 








30 




Pro 


Val 


Thr 


Glu 


Glu Ala Asp He 






45 




50 


He 


Asp 


Val 


Pro 


Val Pro Ser Phe 




60 






65 


He 


His 


Asp 


Phe 


Glu Lys Gly Met 


75 








80 


Gly He 


Cys 


Tyr 


Leu Met Pro Leu 










95 


Lys 


Asn 


Leu 


Val 


Glu Leu Phe Gly 








110 




Pro 


Gin 


Thr 


Tyr 


Val Val Arg Glu 






125 




130 


Arg Asp 


Val 


Ser 


Asn Leu Gly lie 




14 0 






145 


Arg 


Lys 


Ser 


Phe 


Arg Leu Arg Arg 


155 








160 


Lys 


Arg 


Ala 


lie 


Asp Lys Cys Trp 










175 


Phe 


He 


Val 


Glu 


Thr Lys He Cys 








190 





<210> 232 
<211> 108 
<212> PRT 

<213> Homo sapiens 
<400> 232 

Met Gly Cys Val Phe Gin Ser Thr 
1 5 
Asp Trp Thr Leu Ser Pro Gly Glu 
20 

Tyr Tyr Tyr Ser Asn Leu Ser Val 

35 40 
Val His Leu Met Gly Asp He Leu 

50 55 
Gin Asp Val Gin Glu Ala Asp Gin 
65 70 
Leu Lys Gly Glu Ser Gin Val Phe 
85 

Leu Pro Glu Glu Pro Lys Gly Thr 
100 



Glu 


Asp 


Lys Cys 


He 


Phe Lys 


He 




10 






15 




His 


Ala 


Lys Asp 


Glu Tyr Val 


Leu 


25 








30 




Pro 


He 


Gly Arg 


Phe 


Gin Asn Arg 








45 






Cys 


Asn 


Asp Gly 


Ser 


Leu Leu 


Leu 






60 








Gly Thr 


Tyr He 


Cys 


Glu He 


Arg 






75 






80 


Lys 


Lys 


Ala Val 


Val 


Leu His 


Val 




90 






95 




Gin 


Met 


Leu Thr 








105 













<210> 233 
<211> 43 
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<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -18. . -1 

<400> 233 

Met Ser Ser Gly Arg Leu Arg Trp 
-15 

Trp Gly Ala Glu Lys Gly Glu Ser 

1 5 
Arg Leu Ala Asn Met Ala Lys Pro 
15 20 



Leu Met Pro Val lie Pro Ala Leu 
-10 -5 
Pro Glu Val Ser Ser Phe Glu Thr 
10 

Cys Leu Tyr 
25 



<210> 234 
<211> 36 
<212> PRT 

<213> Homo sapiens 
<400> 234 

Met Ser Ala Arg He Pro Phe Tyr Lys Asp Thr Ser Gin He Arg Leu 

15 10 15 

Gly Ser Thr He He Pro His Phe Asn Leu He Thr Phe Val Lys Thr 

20 25 30 

Phe Phe Gin He 
35 



<210> 235 
<211> 307 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -13 . . -1 

<400> 235 



Met 


Leu 


Ala 


Val 


Ser Leu Thr 


Val 


Pro 


Leu Leu Gly Ala Met 


Met Leu 








-10 






-5 


1 




Leu 


Glu 


Ser 


Pro 


He Asp Pro 


Gin 


Pro 


Leu Ser Phe Lys Glu 


Pro Pro 




5 






10 






15 




Leu 


Leu 


Leu 


Gly 


Val Leu His 


Pro 


Asn 


Thr Lys Leu Arg Gin Ala Glu 


20 








25 






30 


35 


Arg 


Leu 


Phe 


Glu 


Asn Gin Leu 


val 


Gly 


Pro Glu Ser He Ala 


His lie 










40 






45 


50 


Gly Asp 


Val 


Met 


Phe Thr Gly 


Thr 


Ala 


Asp Gly Arg Val Val 


Lys Leu 








55 






60 


65 




Glu 


Asn 


Gly 


Glu 


He Glu Thr 


He 


Ala 


Arg Phe Gly Ser Gly 


Pro Cys 






70 






75 




80 




Lys 


Thr 


Arg 


Asp 


Asp Glu Pro 


Val 


Cys 


Gly Arg Pro Leu Gly 


He Arg 




85 






90 






95 




Ala Gly 


Pro 


Asn 


Gly Thr Leu 


Phe 


Val 


Ala Asp Ala Cys Lys 


Gly Leu 


100 








105 






110 


115 


Phe 


Glu 


Val 


Asn 


Pro Trp Lys 


Arg Glu Val Lys Leu Leu Leu Ser Ser 










120 






125 


130 


Glu 


Thr 


Pro 


He 


Glu Gly Lys 


Asn 


Met 


Ser Phe Val Asn Asp 


Leu Thr 








135 






140 


145 
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Val Ser Gin Asp Gly Arg Lys lie Tyr Phe Thr Asp Ser Ser Ser Lys 

150 155 160 

Trp Gin Arg Arg Asp Tyr Leu Leu Leu Val Met Glu Gly Thr Asp Asp 

165 170 175 

Gly Arg Leu Leu Glu Tyr Asp Thr Val Thr Arg Glu Val Lys Val Leu 
180 185 190 195 

Leu Asp Gin Leu Arg Phe Pro Asn Gly Val Gin Leu Ser Pro Ala Glu 

200 205 210 

Asp Phe Val Leu Val Ala Glu Thr Thr Met Ala Arg He Arg Arg Val 

215 220 225 

Tyr Val Ser Gly Leu Met Lys Gly Gly Ala Asp Leu Phe Val Glu Asn 

230 235 240 

Met Pro Gly Phe Pro Asp Asn He Arg Pro Ser Ser Ser Gly Gly Tyr 

245 250 255 

Trp Val Gly Met Ser Thr He Arg Pro Asn Pro Gly Phe Ser Met Leu 
260 265 270 275 

Asp Phe Leu Ser Glu Arg Pro Trp He Lys Arg Met He Phe Lys Ala 
280 285 290 

Lys Lys Lys 



<210> 236 
<211> 106 
<212> PRT 
<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -32. .-1 

<400> 236 

Met Phe Ala Pro Ala Val Met Arg Ala Phe Arg Lys Asn Lys Thr Leu 

-30 -25 -20 

Gly Tyr Gly Val Pro Met Leu Leu Leu He Val Gly Gly Ser Phe Gly 

-15 -10 -5 

Leu Arg Glu Phe Ser Gin He Arg Tyr Asp Ala Val Lys Ser Lys Met 
15 10 15 

Asp Pro Glu Leu Glu Lys Lys Leu Lys Glu Asn Lys He Ser Leu Glu 

20 25 30 

Ser Glu Tyr Glu Lys He Lys Asp Ser Lys Phe Asp Asp Trp Lys Asn 

35 40 45 

He Arg Gly Pro Arg Pro Trp Glu Asp Pro Asp Leu Leu Gin Gly Arg 

50 55 60 

Asn Pro Glu Ser Leu Lys Thr Lys Thr Thr 
65 70 



<210> 237 
<211> 42 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -19. .-1 

<400> 237 

Met Asp Leu Arg Gin Phe Leu Met Cys Leu Ser Leu Cys Thr Ala Phe 

-15 -10 -5 

Ala Leu Ser Lys Pro Thr Glu Lys Lys Asp Arg Val His His Glu Pro 
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1 5 
Gin Leu Ser Asp Lys Val His Asn Asp lie 
15 20 



10 



<210> 238 
<211> 117 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -20. . -1 

<400> 238 

Met Asp Asn Arg Phe Ala Thr Ala Phe Val lie Ala Cys Val Leu Ser 
-20 N -15 -10 -5 

Leu lie Ser Thr lie Tyr Met Ala Ala Ser lie Gly Thr Asp Phe Trp 

1 5 10 

Tyr Glu Tyr Arg Ser Pro Val Gin Glu Asn Ser Ser Asp Leu Asn Lys 

15 20 25 

Ser He Trp Asp Glu Phe He Ser Asp Glu Ala Asp Glu Lys Thr Tyr 

30 35 40 

Asn Asp Ala Leu Phe Arg Tyr Asn Gly Thr Val Gly Leu Trp Gly Arg 
45 50 . . . 55 60 

Cys He Thr He Pro Lys Asn Met His Trp Tyr Ser Pro Pro Glu Arg 

65 70 75 

Thr Gly He Ser Leu He Leu Thr Ser Val Phe Phe Thr Trp Leu He 

80 85 90 

He Asp Lys Thr Thr 
95 



<210> 239 
<211> 178 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -37. .-1 



<400> 239 
























Met 


Glu 


Arg 


Gin 


Ser Arg Val 


Met 


Ser Glu 


Lys Asp 


Glu 


Tyr 


Gin 


Phe 






-35 










-30 






-25 








Gin 


His 


Xaa 


Xaa 


Ala 


Xaa 


Xaa 


Leu 


Leu Val 


Phe Asn 


Phe 


Leu 


Leu 


He 




-20 










-15 






-10 










Leu 


Thr 


He 


Leu 


Thr 


He 


Trp 


Leu 


Phe Lys 


Asn His 


Arg 


Phe 


Arg 


Phe 


-5 










1 






5 








10 




Leu 


His 


Glu 


Thr 


Gly Gly Ala Met Val Tyr Gly Leu 


He 


Met 


Gly Leu 








15 










20 






25 






He 


Ser 


Arg 


Tyr 


Ala 


Thr 


Ala 


Pro Thr Asp 


He Glu Ser Gly 


Thr 


Val 






30 










35 






40 








Cys 


Asp 


Cys 


Val 


Lys 


Leu 


Thr 


Phe 


Ser Pro 


Pro Thr 


Leu 


Leu 


Val 


Asn 




45 










50 






55 










Val 


Thr 


Asp 


Gin 


Val 


Tyr 


Glu 


Tyr 


Lys Tyr 


Lys Arg 


Glu 


He 


Ser 


Gin 


60 










65 








70 








75 


His 


Asn 


He 


Asn 


Pro 


His 


Gin Gly 


Asn Ala 


He Leu 


Glu 


Lys 


Met 


Thr 










80 








85 








90 




Phe 


Asp 


Pro 


Glu 


He 


Phe 


Phe 


Asn 


Val Leu 


Leu Pro 


Pro 


He 


He 


Phe 



WO 99/31236 



-164- 



PCT/IB98/02122 



95 

His Ala Gly Tyr Ser Leu Lys Lys 
110 115 
Ser lie Leu Thr Tyr Ala Phe Leu 

125 130 
He Gly 
140 



100 105 
Arg His Phe Phe Gin Asn Leu Gly 
120 

Gly Thr Ala He Ser Cys He Val 
135 



<210> 240 

<211> 126 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -27 . . -1 

<400> 240 



Met 


Gin 


Phe 


Val 


Asn Val 


Gly Tyr Phe Leu He Ala 


Ala Gly 


Val 


Val 






-25 






-20 


-15 








Val 


Leu 


Ala 


Leu 


Gly Phe 


Leu Gly Cys Tyr Gly Ala 


Lys 


Thr 


Glu 


Ser 




-10 








-5 1 








5 


Met 


Cys 


Ala 


Leu 


Val Thr 


Phe Phe Phe He Leu Leu 


Leu 


He 


Phe 


He 










10 


15 






20 




Ala 


Glu 


Val 


Ala 


Ala Ala 


Val Val Ala Leu Val Tyr 


Thr 


Thr 


Met 


Ala 








25 




30 




35 






Glu 


His 


Phe 


Leu 


Thr Leu 


Leu Val Val Pro Ala lie 


Lys 


Lys 


Asp Tyr 






40 






45 


50 








Gly Ser 


Gin 


Glu 


Asp Phe 


Thr Gin Val Trp Asn Thr 


Thr 


Met 


Lys Gly 




55 








60 65 










Leu 


Lys 


Cys 


Arg 


Gly Phe Thr Asn Tyr Thr Asp Phe 


Glu Asp 


Ser 


Pro 


70 








75 


80 








85 


Tyr 


Phe 


Lys 


Met 


His Lys 


Pro Val Thr Met Lys Lys 


Lys 


Lys 







90 95 



<210> 241 

c211> 174 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -115... -1 



<400> 241 


















Met Arg 


Trp 


Ser 


Cys 


Glu His Leu 


Val Met Val Trp 


He 


Asn 


Ala 


Phe 


-115 








-110 


-105 








-100 


Val Met 


Leu 


Thr 


Thr 


Gin Leu Leu 


Pro Ser Lys Tyr 


Cys 


Asp 


Leu 


Leu 








-95 




-90 






-85 




His Lys 


Ser 


Ala 


Ala 


His Leu Gly Lys Trp Gin Lys 


Leu 


Glu 


His Gly 






-80 






-75 




-70 






Ser Tyr 


Ser 


Asn 


Ala 


Pro Gin His 


He Trp Ser Glu 


Asn 


Thr 


He 


Trp 




-65 






-60 




-55 








Pro Gin 


Gly 


Val 


Leu Val Arg His 


Ser Arg Cys Leu 


Tyr Arg 


Ala 


Met 


-50 








-45 


-40 










Gly Pro 


Tyr 


Asn 


Val 


Ala Val Pro 


Ser Asp Val Ser 


His 


Ala 


Arg 


Phe 


-35 








-30 


-25 








-20 


Tyr Phe 


Leu 


Phe 


His 


Arg Pro Leu 


Arg Leu Leu Asn 


Leu 


Leu 


He 


Leu 
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-15 

He Glu Gly Gly Val 
1 

Glu Lys Trp Asn His 
15 

Tyr Tyr Val Leu Phe 
30 

Ala Tyr Ser Tyr Pro 
50 



-10 

Val Phe Tyr Gin Leu Tyr 
5 

Thr Leu Ser Met Aia Leu 
20 

Lys Leu Leu Arg Asp Arg 
35 40 
Leu Asn Ser Tyr Glu Leu 



-5 

Ser Leu Leu Arg Ser 
10 

He Leu Phe Cys Asn 
25 

He Val Leu Gly Arg 
45 

Lys Ala Asn 



<210> 242 

<211> 896 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 18. . 173 



<221> sig_peptide 
<222> 18. .77 
<223> Von Heijne matrix 
score 6 . 5 

seq GLCVLQLTTAVTS/AF 



<221> polyA__signal 
<222> 864 . . 869 

<221> polyA_site 
<222> 882. . 893 



<400> 242 

aaccttcaca gtgtgag atg cct agt gtg aac agt get gga tta tgt gtc 
Met Pro Ser Val Asn Ser Ala Gly Leu Cys Val 



ttg cag 
Leu Gin 



aaa 
Lys 



-10 
gtg 
Val 



aat 
Asn 



cct 
Pro 



ttc 
Phe 
10 
ttc 
Phe 



cat cat 
His His 
25 

aagtgttacc 
agagggcagc 
ccgaagcagg 
tatgagtact 
aggcaggcag 
ctttattgaa 
tccatgcaca 
ttcagtgaga 
ctaatcaaaa 
tttcaattca 
tttaacactc 
taaaaagtgt 



gaa 
Glu 

att 
He 



-20 -15 
ttg aca acg gca gtr acc agt gec ttt tta eta gca 
Leu Thr Thr Ala Val Thr Ser Ala Phe Leu Leu Ala 
-5 15 
ret ttt etc tea agg ggc ttt tgg eta tgt get gec 
Xaa Phe Leu Ser Arg Gly Phe Trp Leu Cys Ala Ala 

15 20 
cat cct tgc ctg gat tgagacgtgt tcctgattca 
His Pro Cys Leu Asp 
30 

acagactcct gatagttcag gatgettcag 
ctgatggtca gttttattcc cctcctgaat 
aacaggacag tgagaaacca cttttagaac 
accctcacag aaagtcatcg aggcaaaaag 
taaagttgaa atggtgacgt ccactgctgg 
attgtaatac ctcacagacg ttgtaccata 
tttagttgcc tgcctgtggc tggtaaggta atgtcatgat tcatcctctc 
ctgagcctga tgtgttaaca aataggtgaa gaaagtcttg tgctgtattc 
gacttaatat attgaagtaa cactttttta gtaagcaaga taccttttta 
cagaatggaa tttttttgtt tcatgtctca gatttatttt gtatttcttt 
tacatttccc ttgtttttta actcatgcac atgtgctctt tgtacagttt 



tcaagaagca gaagaagaaa 
acttatacct ggtggtcttt 
atctgaagaa gctgaagaaa 
acttttgtta aatgtgaaaa 
tggagtctcc ctgtcgacag 
cagctaataa agatttattt 



aataaaatct gacatgtcaa araaaaaaaa mcy 



50 



98 



146 



193 



253 
313 
373 
433 
493 
553 
613 
673 
733 
793 
853 
896 



<210> 243 
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<211> 851 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 17. .595 

<221> sig_peptide 

<222> 17. .85 

<223> Von Heijne matrix 

score 3.70000004768372 

seq FLPPLXRAFACRG/CQ 

<221> polyA_signal 
<222> 820. .825 

<221> polyA_site 
<222> 840. .851 

<400> 243 

aagggggcgt ggggcc atg gtg gtc ttg egg gcg ggg aag aag acc ttt etc 52 
Met Val Val Leu Arg Ala Gly Lys Lys Thr Phe Leu 
-20 -15 



ccc 


cct 


ctm 


wy 


cgc 


gec 


t* t-r 1 




tgc 


cgc 


ggc 


zgz 


caa 


etc 


get 


ccg 


JLUU 


Pro 


Pro 
-10 


Leu 


Aaa 


Arg 


a j. a 


T>Vio 
rllc 

-5 


Ala 


Cys 


Arg 


QaXy 


Cys 
1 


Gin 


Leu 


Ala 


Pro 
5 




gag 


cgc 


ggc 


gec 


gag 


cgc 


agg 


gat 


aca 


gcg 


CCC 


age 


ggg 


gtc 


tea 


aga 


148 


Glu Arg 


Gly 


Ala 


Glu 


Arg 


Arg 


Asp 


Thr 


Ala 


Pro 


Ser 


Gly Val 


Ser 


Arg 












10 










15 










20 






ttc 


tgc 


cct 


cca 


aga 


aag 


tct 


tgc 


cat 


gat 


tgg 


ata 


gga 


ccc 


cca 


gat 


196 


Phe 


Cys 


Pro 


Pro 


Arg 


Lys 


Ser 


Cys 


His 


Asp 


Trp 


He 


Gly Pro 


Pro 


Asp 










25 










30 










35 








aaa 


tat 


tea 


aac 


ctt 


cga 


cct 


gtt 


cac 


ttt 


tac 


ata 


cct 


gaa 


aat 


gaa 


244 


Lys 


Tyr 


Ser 
40 


Asn 


Leu 


Arg 


Pro 


Val 
45 


His 


Phe 


Tyr 


He 


Pro 
50 


Glu 


Asn 


Glu 




tct 


cca 


ttg 


gaa 


caa 


aag 


ctt 


aga 


aaa 


tta 


aga 


caa 


gaa 


aca 


caa 


gaa 


292 


Ser 


Pro 
55 


Leu 


Glu 


Gin 


Lys 


Leu 
60 


Arg 


Lys 


Leu 


Arg 


Gin 

65 


Glu 


Thr 


Gin 


Glu 




tgg 


aat 


caa 


cag 


ttc 


tgg 


gca 


aac 


cag 


aat 


ttg 


act 


ttt 


agt 


aag 


gaa 


340 


Trp Asn 


Gin 


Gin 


Phe 


Trp 


Ala 


Asn 


Gin 


Asn 


Leu 


Thr 


Phe 


Ser 


Lys 


Glu 




70 










75 










80 










85 




aaa 


gaa 


gaa 


ttt 


att 


cac 


tea 


aga 


eta 


aaa 


act 


aaa 


ggc 


ctg 


ggc 


ctg 


388 


Lys 


Glu 


Glu 


Phe 


He 


His 


Ser 


Arg 


Leu 


Lys 


Thr 


Lys 


Gly Leu 


Gly 


Leu 












90 










95 










100 






aga 


act 


gaa 


tea 


ggt 


cag 


aaa 


gca 


aca 


ttg 


aat 


gca 


gaa 


gaa 


atg 


gcg 


436 


Arg 


Thr 


Glu 


Ser 
105 


Gly 


Gin 


Lys 


Ala 


Thr 
110 


Leu 


Asn 


Ala 


Glu 


Glu 
115 


Met 


Ala 




gac 


ttc 


tac 


aag 


gaa 


ttt 


tta 


agt 


aaa 


aat 


ttt 


cag 


aag 


cac 


atg 


tat 


484 


Asp 


Phe 


Tyr 
120 


Lys 


Glu 


Phe 


Leu 


Ser 
125 


Lys 


Asn 


Phe 


Gin 


Lys 
130 


His 


Met 


Tyr 




tat 


aac 


aga 


gat 


tgg 


tac 


aag 


cgc 


aat 


ttt 


gec 


ate 


acc 


ttc 


ttc 


atg 


532 


Tyr Asn 


Arg 


Asp 


Trp 


Tyr 


Lys 


Arg 


Asn 


Phe 


Ala 


He 


Thr 


Phe 


Phe 


Met 






135 










140 










145 












gga 


aaa 


gtg 


gec 


ctg 


gaa 


agg 


att 


tgg 


aac 


aag 


ctt 


aaa 


cag 


aaa 


caa 


580 


Gly Lys 


Val 


Ala 


Leu 


Glu 


Arg 


He 


Trp 


Asn 


Lys 


Leu 


Lys 


Gin 


Lys 


Gin 




150 










155 










160 










165 





aag aag agg age aac taggagtcca ctctgaccca gccagagtcc aggtttccac 635 
Lys Lys Arg Ser Asn 
170 

aggaagcara tggagctcct ttcacagggg ctctgagaaa aactggagct gatctcaaga 695 
agccccacat cttcctaagg ggccccatgg cctgtttggg ggcagggtag gtcctggggc 755 



WO 99/31236 167 " PCT/IB98/02122 

actgtgggcc gcctgcctgc tgatgtgggc tctaggccag cttgttgtca cgtacgtggt 815 
gtgaaataaa gcccaagcac tgggaaaaaa aaaaaa 851 



<210> 244 
<211> 495 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 89. .334 



<221> sig_peptide 

<222> 89, .130 

<223> Von Heijne matrix 

score^ 3 . 59999990463257 
seq AFTLXSLLQAALL/CV 



<221> polyA_signal 
<222> 462 . .467 



<221> polyA_site 
<222> 484 . .495 



<400> 244 

agtaggaasg cgccgsccgt ggaggcgcca cgtcccttgc sgcggcggga gagamatcgc 60 

ttggacttcg gggcggcctc ggacggcc atg gcc ttt acc ctg tas tea ctg 112 

Met Ala Phe Thr Leu Xaa Ser Leu 

























-10 










ctg cag 


gca 


gcc 


ctg 


etc 


tgc 


gtc 


aac 


gcc 


ate 


gca 


gtg 


ctg 


cac 


gag 


160 


Leu Gin 


Ala 


Ala 


Leu 


Leu 


Cys 


Val 


Asn 


Ala 


He 


Ala 


Val 


Leu 


His 


Glu 




-5 










1 








5 










10 




gag cga 


ttc 


etc 


aag 


aac 


att 


99C 


tgg 


gga 


aca 


gac 


cag 


gga 


att 


ggt 


208 


Glu Arg 


Phe 


Leu 


Lys 


Asn 


He 


Gly 


Trp 


Gly 


Thr 


Asp 


Gin 


Gly 


He 


Gly 










15 










20 










25 






gga ttt 


99a 


gaa 


gag 


ccg 


gga 


att 


aaa 


tea 


sag 


sta 


atg 


avs 


ctt 


att 


256 


Gly Phe 


Gly 


Glu 


Glu 


Pro 


Gly 


He 


Lys 


Ser 


Xaa 


Xaa 


Met 


Xaa 


Leu 


He 








30 










35 










40 








cga tct 


gta 


aga 


acc 


gtg 


atg 


aga 


gtg 


cca 


ttg 


ata 


ata 


gta 


aac 


tea 


304 


Arg Ser 


Val 


Arg 


Thr 


Val 


Met 


Arg 


Val 


Pro 


Leu 


He 


He 


Val 


Asn 


Ser 






45 










50 










55 










att gca 


att 


gtg 


tta 


ctt 


tta 


tta 


ttt 


gga 


tgaatwtcat tggagaaaat 


354 


He Ala 


He 


Val 


Leu 


Leu 


Leu 


Leu 


Phe 


Gly 
















60 










65 





















ggakactcag aaraggacat gecaktaraa kttattactt tggtcattat tggaatattt 414 
atatcttagc tggctgacct tgcacttgtc aaaaatgtaa agctgaaaat aaaaccaggg 474 
tttctattta aaaaaaaaaa a 495 



<210> 245 
<211> 884 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 21. .614 



<221> sig_peptide 



WO 99/31236 



-168- 



PCT/IB98/02122 



<222> 21. .83 
<223> Von Heijne matrix 
score 10 

seq LWALAMVTRPASA/AP 

<221> polyA_signal 
<222> 849. .854 

<221> polyA_site 
<222> 873.. 884 

<400> 245 

aataccttag accctcagtc atg cca gtg cct get ctg tgc ctg etc tgg gec 53 

Met Pro Val Pro Ala Leu Cys Leu Leu Trp Ala 

-20 -is 



ctg 


gca 


atg 


gtg 


ace 


egg 


cct 


gee 


tea 


gcg 


gec 


ccc 


atg 


ggc 


ggc 


cca 


101 


Leu 


Ala 


Met 


Val 


Thr 


Arg 


Pro 


Ala 


Ser 


Ala 


Ala 


Pro 


Met 


Gly 


Gly 


Pro 




-10 










-5 










1 






5 






gaa 


ctg 


gca 


cag 


cat 


gag 


gag 


ctg 


acc 


ctg 


etc 


ttc 


cat 


3 3 3 


acc 


ctq 


149 


Glu 


Leu 


Ala 


Gin 
10 


His 


Glu 


Glu 


Leu 


Thr 
15 


Leu 


Leu 


Phe 


His 


Gly 
20 


Thr 


Leu 




cag 


ctg 


ggc 


cag 


gec 


etc 


aac 


ggt 


gtg 


tac 


agg 


acc 


acg 


crag 

3 M 3 


qqa 

3 3** 


cqq 


197 


Gin 


Leu 


Gly Gin 


Ala 


Leu 


Asn Gly 


Val 


Tyr 


Arg 


Thr 


Thr 


Glu 


Gly 


Arg 








25 










30 










35 










ctg 


aca 


aag 


gec 


agg 


aac 


age 


ctg 


ggt 


etc 


tat 


gg<= 


cgc 


aca 


ata 


gaa 


245 


Leu 


Thr 


Lys 


Ala 


Arg 


Asn 


Ser 


Leu 


Gly 


Leu 


Tyr 


Gly Arg 


Thr 


He 


Glu 






40 










45 










50 












etc 


ctg 


ggg 


cag 


gag 


gtc 


age 


egg 


gge 


c gg 


gat 


gca 


gec 


cag 


gaa 


ctt 


293 


Leu 


Leu 


Gly Gin 


Glu 


Val 


Ser Arg 


Gly 


Arg 


Asp 


Ala 


Ala 


Gin 


Glu 


Leu 




55 










60 










65 










70 




egg 


gca 


age 


ctg 


ttg 


gaa 


act 


car 


atg 


gag 


gag 


gat 


att 


ctg 


cas 


ctg 


341 


Arg 


Ala 


Ser 


Leu 


Leu 
75 


Glu 


Thr 


Gin 


Met 


Glu 
80 


Glu 


Asp 


He 


Leu 


Xaa 
85 


Leu 




cag 


gca 


rag 


gec 


aca 


get 


gag 


gtg 


ctg 


ggg 


gag 


gtg 


gee 


cag 


gca 


car 


389 


Gin 


Ala 


Xaa 


Ala 
90 


Thr 


Ala 


Glu 


Val 


Leu 
95 


Gly 


Glu 


Val 


Ala 


Gin 
100 


Ala 


Gin 




aag 


gtg 


eta 


egg 


gac 


age 


gtg 


cag 


egg 


eta 


daa 


ktc 


cag 


ctg 


arg 


asc 


437 


Lys 


Val 


Leu 
105 


Arg 


Asp 


Ser 


Val 


Gin 
110 


Arg 


Leu 


Xaa 


Xaa 


Gin 
115 


Leu 


Xaa 


Xaa 




gec 


tgg 


ctg 


ggc 


cct 


gec 


tac 


cga 


aaa 


ttt 


gar 


gtc 


tta 


aag 


gey 


ccc 


485 


Ala 


Trp 


Leu 


Gly 


Pro 


Ala 


Tyr Arg 


Lys 


Phe 


Glu 


Val 


Leu 


Lys 


Ala 


Pro 






120 










125 










130 












cck 


gam 


aar 


car 


aac 


cac 


ate 


eta 


tgg 


gec 


etc 


aca 


ggc 


cac 


gtg 


cak 


533 


Pro 


Xaa 


Lys 


Gin 


Asn 


His 


lie 


Leu 


Trp 


Ala 


Leu 


Thr Gly 


His 


Val 


Xaa 




135 










140 










145 










150 




egg 


car 


arg 


egg 


gar 


atg 


gtg 


gca 


cag 


cag 


cwt 


ckg 


ctg 


cna 


car 


ate 


581 


Arg 


Gin 


Xaa 


Arg 


Glu 
155 


Met 


Val 


Ala 


Gin 


Gin 
160 


Xaa 


Xaa 


Leu 


Xaa 


Gin 
165 


He 




cag 


gar 


aaa 


etc 


cac 


aca 


gcg 


gcg 


etc 


cca 


gec 


tgaatctgee tggatggaac 


634 


Gin 


Glu 


Lys 


Leu 


His 


Thr 


Ala 


Ala 


Leu 


Pro 


Ala 















170 175 



tgaggaccaa teatgetgea aggaacactt ccacgccccg tgaggcccct gtgeagggag 694 

gagctgectg ttcactggga teagecaggg cgccgggccc cacttctgag cacagagcar 754 

agacagaege aggeggggae aaaggcagag gatgtagece cattggggag gggtggagga 814 

aggacatgta ccctttcatr mctacacacc cctcattaaa geavagtegt ggcatctcaa 874 

aaaaaaaaaa $54 



<210> 246 
<211> 897 
<212> DNA 



WO 99/31236 -169- PCT/IB98/02122 



<213> Homo sapiens 

<220> 
<221> CDS 
<222> 94. .573 

<221> sig_jpeptide 

<222> 94. .258 

<223> Von Heijne matrix 

score 4.69999980926514 

seq IGILCSLLGTVLL/WV 

<221> polyA_signal 
<222> 862. .867 

<221> polyA_site 
<222> 886. .897 

<400> 246 

aagggcggct gcctagcacc cggaagagcc gtcaacttag cgagcgcaac aggctgccgc 60 
tgaggagctg gagctggtgg ggactgggcc gca atg gac aag ctg aag aag gtg 114 

Met Asp Lys Leu Lys Lys Val 
-55 -50 



ctg 


age 


ggg 


cag 


gac 


acg 


gag 


gac 


egg 


age 


ggc 


ctg 


tec 


gag 


gtt 


gtt 


162 


Leu 


Ser 


Gly 


Gin 


Asp 


Thr 


Glu 


Asp 


Arg 


Ser 


Gly 


Leu 


Ser 


Glu 


Val 


Val 










-45 










-40 










-35 








gag 


gca 


tct 


tea 


tta 


age 


tgg 


agt 


acc 


agg 


ata 


aaa 


ggc 


ttc 


att 


gcg 


210 


Glu 


Ala 


Ser 


Ser 


Leu 


Ser 


Trp 


Ser 


Thr 


Arg 


lie 


Lys 


Gly 


Phe 


lie 


Ala 








-30 










-25 










-20 










tgt 


ttt 


get 


ata 


gga 


att 


etc 


tgc 


tea 


ctg 


ctg 


ggt 


act 


gtt 


ctg 


ctg 


258 


Cys 


Phe 


Ala 


He 


Gly 


He 


Leu 


Cys 


Ser 


Leu 


Leu 


Gly 


Thr 


Val 


Leu 


Leu 






-15 










-10 










-5 












tgg gtg 


ccc 


agg 


aag 


gga 


eta 


cac 


etc 


ttc 


gca 


gtg 


ttt 


tat 


acc 


ttt 


306 


Trp Val 


Pro 


Arg 


Lys 


Gly 


Leu 


His 


Leu 


Phe 


Ala 


Val 


Phe 


Tyr 


Thr 


Phe 




1 








5 










10 










15 






ggt 


aat 


ate 


gca 


tea 


att 


ggg 


agt 


acc 


ate 


ttc 


etc 


atg 


gga 


cca 


gtg 


354 


Gly Asn 


He 


Ala 


Ser 


He 


Gly 


Ser 


Thr 


He 


Phe 


Leu 


Met 


Gly 


Pro 


val 










20 










25 










30 








aaa 


cag 


ctg 


aag 


cga 


atg 


ttt 


gag 


cct 


act 


cgt 


ttg 


att 


gca 


act 


ate 


402 


Lys 


Gin 


Leu 


Lys 


Arg 


Met 


Phe 


Glu 


Pro 


Thr 


Arg 


Leu 


lie 


Ala 


Thr 


He 








35 










40 










45 










atg gtg 


ctg 


ttg 


tgt 


ttt 


gca 


ctt 


acc 


ctg 


tgt 


tct 


gee 


ttt 


tgg 


tgg 


450 


Met 


Val 


Leu 


Leu 


Cys 


Phe 


Ala 


Leu 


Thr 


Leu 


Cys 


Ser 


Ala 


Phe 


Trp 


Trp 






50 










55 










60 












cat 


aac 


aag 


gga 


ctt 


gca 


ctt 


ate 


ttc 


tgc 


att 


ttg 


cag 


tct 


ttg 


gca 


498 


His 


Asn 


Lys 


Gly 


Leu 


Ala 


Leu 


He 


Phe 


Cys 


lie 


Leu 


Gin 


Ser 


Leu 


Ala 




65 










70 










75 










80 




ttg 


acg 


tgg 


tac 


age 


ctt 


tec 


ttc 


ata 


cca 


ttt 


gca 


agg 


gat 


get 


gtg 


54 6 


Leu 


Thr 


Trp 


Tyr 


Ser 


Leu 


Ser 


Phe 


He 


Pro 


Phe 


Ala 


Arg 


Asp 


Ala 


Val 












85 










90 










95 






aaa 


aad 


tgt 


ttt 


gec 


gtg 


tgt 


ctt 


gca 


taattcatgg ccagttttat 




593 


Lys 


Xaa 


Cys 


Phe 


Ala 


Val 


Cys 


Leu 


Ala 



















100 105 



gaagctttgg aaggcactat ggacagaagc tggtggacag ttttgtwact atcttcgaaa 653 

cctctgtctt acagacatgt gecttttate ttgcagcaat gtgttgcttg tgattcgaac 713 

atttgagggt tacttttgga agcaacaata cattctcgaa cctgaatgtc agtagcacag 773 

gatgagaagt gggttctgta tcttgtggag tggaatcttc ctcatgtacc tgtttcctct 83 3 

ctggatgttg tcccactgaa ttcccatgaa tacaaaccta ttcagcaaca gcaaaaaaaa 893 

aaaa 897 
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<210> 247 
<211> 518 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 74 . .397 



<22l> sig_peptide 

<222> 74. .127 

<223> Von Heijne matrix 

score 7.69999980926514 
seq LLLLPVLGLLVSS/KT 



<221> polyAjsignal 
<222> 472. .477 

<221> polyA_site 
<222> 507. .518 



<400> 247 

aaagaaagag ctgcsgtgca ggaattcgtg tgccggattt ggttagctga gcccaccgag 60 
aggcgcctgc agg atg aaa get etc tgt etc etc etc etc cct gtc ctg 109 
Met Lys Ala Leu Cys Leu Leu Leu Leu Pro Val Leu 
-15 -10 

157 



205 



ggg 


ctg 


ttg 


gtg 


tct 


age 


aag 


acc 


ctg 


tgc 


tec 


atg 


gaa 


gaa 


gec 


ate 


Gly 


Leu 


Leu 


Val 


Ser 


Ser 


Lys 


Thr 


Leu 


Cys 


Ser 


Met 


Glu 


Glu 


Ala 


He 




-5 










1 








5 










10 


aat 


gag 


agg 


ate 


cag 


gag 


gtc 


gec 


ggc 


tec 


eta 


ata 


ttt 


agg 


gca 


ata 


Asn 


Glu 


Arg 


He 


Gin 


Glu 


Val 


Ala 


Gly 


Ser 


Leu 


He 


Phe 


Arg 


Ala 


He 










15 










20 










25 




age 


age 


att 


ggc 


cga 


ggg 


age 


gag 


age 


gtc 


acc 


tec 


agg 


ggg 


gac 


ctg 


Ser 


Ser 


lie 


Gly 


Arg 


Gly 


Ser 


Glu 


Ser 


Val 


Thr 


Ser 


Arg 


Gly 


Asp 


Leu 








30 










35 










40 






get 


act 


tgc 


CCC 


cga 


ggc 


ttc 


gec 


gtc 


acc 


ggc 


tgc 


act 


tgt 


ggc 


tec 


Ala 


Thr 


Cys 


Pro 


Arg 


Gly 


Phe 


Ala 


Val 


Thr 


Gly Cys 


Thr 


Cys 


Gly 


Ser 






45 










50 










55 








gee 


tgt 


ggc 


teg 


tgg 


gat 


gtg 


cgc 


gec 


gag 


acc 


aca 


tgt 


cac 


tgc 


cag 


Ala 


Cys 


Gly 


Ser 


Trp 


Asp 


Val 


Arg 


Ala 


Glu 


Thr 


Thr 


Cys 


His 


Cys 


Gin 




60 










65 










70 










tgc 


gcg 


ggc 


atg 


gac 


tgg 


ace 


gga 


gcg 


cgc 


tgc 


tgt 


cgt 


gtg 


cag 


CCC 


Cys 


Ala 


Gly 


Met 


Asp 


Trp 


Thr 


Gly 


Ala 


Arg 


Cys 


Cys 


Arg 


Val 


Gin 


Pro 


75 










80 










85 










90 



253 



301 



349 



397 



tgaggtcgcg cgcagcgcgt geacagegeg ggcggaggcg gctccaggte eggaggggtt 457 
gegggggage tggaaataaa cctggagatg atgatgatga tgatgatgga aaaaaaaaaa 517 
a 518 



<210> 248 

<211> 350 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 51.- 242 

<221> sig_peptide 

<222> 51. .116 

<223> Von Heijne matrix 



WO 99/31236 
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score 6 . 5 

seq SCLCPALFPGTSS/FI 

<221> polyA_signal 
<222> 319. .324 

<221> polyA_site 
<222> 339. .350 



<400> 248 

acgtcattcc aaaaccacac ccttgcaaag ctttgtactc cgcaccccag atg ate 56 

Met He 



tec agg 


cag 


etc 


aga 


tct 


ctt 


tec 


tgc 


ctt 


tgc 


cct 


gca 


ctg 


ttc 


ccc 


104 


Ser Arg 


Gin 


Leu 


Arg 


Ser 


Leu 


Ser 


Cys 


Leu 


Cys 


Pro 


Ala 


Leu 


Phe 


Pro 




-20 








-15 










-10 










-5 




ggt act 


tec 


tec 


ttt 


att 


gta 


gca 


etc 


age 


tec 


cca 


gec 


gat 


ctg 


tac 


152 


Gly Thr 


Ser 


Ser 


Phe 
1 


He 


Val 


Ala 


Leu 
5 


Ser 


Ser 


Pro 


Ala 


Asp 
10 


Leu 


Tyr 




ate cct 


cav 


agg 


cas 


cga 


tct 


gat 


gaa 


ttg 


gtt 


ttt 


gaa 


tec 


car 


aaa 


200 


He Pro 


Xaa 
15 


Arg 


Xaa 


Arg 


Ser 


Asp 
20 


Glu 


Leu 


Val 


Phe 


Glu 
25 


Ser 


Gin 


Lys 




ggg tct 


gec 


atg 


gag 


ttg 


gca 


gtc 


ate 


acg 


gta 


rat 


ggc 


gta 






242 


Gly Ser 


Ala 


Met 


Glu 


Leu 


Ala 


val 


He 


Thr 


Val 


Xaa 


Gly 


Val 








30 










35 










40 











tgattttget gaattttaaa taaaatgaaa accataaatt acatratget tttattgach 302 
cttgacmact ggectaaata aaaaractct gactccaaaa aaaaaaaa 350 



<210> 249 
<211> 996 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 111. .191 

<221> sig_peptide 

<222> 111. .155 

<223> Von Heijne matrix 

score 5.80000019073486 

seq FLXLMTLTTHVHS / S A 

<221> polyA_signal 
<222> 965. .970 

<221> polyA_jsite 
<222> 986. .996 

<400> 249 

atccgataca gaacatgcag taatgtggac tgcccaccag aagcaggtga tttccgagct 60 
cagcaatget cagctcataa tgatgtcaag caccatggcc agttttatga atg ggy 116 

Met Gly 
-15 

ttc ctg wgt eta atg acc ctg aca acc cat gtt cac tea agt gee aag 164 
Phe Leu Xaa Leu Met Thr Leu Thr Thr His Val His Ser Ser Ala Lys 

-10 -5 1 

cca aat gaa caa ccc tgg ttg ttg aac tagcacctaa ggtcttarat 211 
Pro Asn Glu Gin Pro Trp Leu Leu Asn 

5 10 
ggtacgcgtt gctatacaga atctttggat atgtgcatca gtggtttatg ccaaattgtt 271 
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ggctgcgatc accagctggg aagcaccgtc aaggaarata actgtggggt ctgcaacrga 331 

natgggtcca cctgccggct ggtccgaggg cartataaat cccakctctc cgcaaccaaa 3 91 

tcrgatgata ctgtggttgc aattccctat ggaagtakac atattcgcct tgtcttaaaa 451 

ggtcctgatc acttatatct ggaarccawa accctccagg ggactaawgg tgaaaacagt 511 

ctcasctcca caggaacttt ccttgtggac aattctagtg tggacttcca gaawtttcca 571 

gacwdagaga tactgagaat ggctggacca ctcacagcag atttcattgt caawattcgt 631 

aactcgggct ccgctgacag tacagtccag kkcatcttct atcaacccat catccaccga 691 

tggagggara cggatttctt tccttgctca gcaacctgtg gaggaggtta tcagctgaca 751 

tcggctgagt gctacgatct gaggagcaac cgtgtggttg ctgaccaata ctgtcactat 811 

tacccagaga acatcaaacc caaacccaag cttcaggagt gcaacttgga tccttgtcca 871 

gccaggtcag tcaaatttgc tagttcattt gtcataaaca taactcaagt tccaaatagg 931 

ttatttaaat taaaatgaaa cgttttaatt aaaaataaaa tgaaattaaa catcaaaaaa 991 

aaaaa 996 



<210> 250 
<211> 860 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 45. .602 

<221> sig_peptide 
<222> 45. .107 
<223> Von Heijne matrix 
score 8.5 

seq LLTIVGLILPTRG/QT 

<221> polyA_signal 
<222> 828 . . 833 

<221> polyA_site 
<222> 850. .860 

<400> 250 

acctctctcc acgaggctgc cggcttagga cccccagctc cgac atg teg ccc tct 56 

Met Ser Pro Ser 
-20 

etc ccc acc aga 104 
Leu Pro Thr Arg 
-5 

gca gac tea act 152 
Ala Asp Ser Thr 
15 

gca gtc tac aca 200 
Ala Val Tyr Thr 
30 

get gat gaa aca 248 
Ala Asp Glu Thr 
45 

acg gat ggg cct 296 
Thr Asp Gly Pro 
60 

gca get cat ccc 344 
Ala Ala His Pro 

cca age aca kac 392 
Pro Ser Thr Xaa 
95 



ggt cgc 
Gly Arg 

gga cag 
Gly Gin 
1 

ate atg 
He Met 

gaa etc 
Glu Leu 

cca caa 
Pro Gin 

eta gtg 
Leu Val 
65 

act gat 
Thr Asp 
80 



ctg tgt 
Leu Cys 
-15 

acg ttg 
Thr Leu 

gac att 
Asp He 

cag ccc 
Gin Pro 

35 
ccc cag 
Pro Gin 
50 

aca gat 
Thr Asp 

gac acc 
Asp Thr 



ctt etc 
Leu Leu 

aaa gat 
Lys Asp 
5 

cag gtc 
Gin Val 
20 

acc tct 
Thr Ser 

acc cag 
Thr Gin 

cca gag 
Pro Glu 

acg acg 
Thr Thr 
85 



acc ate 
Thr He 
-10 
acc acg 
Thr Thr 

ccg aca 
Pro Thr 

cca acc 
Pro Thr 

acc cag 
Thr Gin 

55 
aca cac 
Thr His 
70 

etc tct 
Leu Ser 



gtt ggc 
Val Gly 

tec agt 
Ser Ser 

cga gee 
Arg Ala 

25 
cca acc 
Pro Thr 
40 

caa ctg 
Gin Leu 

wak age 
Xaa Ser 

gag aga 
Glu Arg 



ctg att 
Leu He 

tct tea 
Ser Ser 
10 

cca gat 
Pro Asp 

tgg cct 
Trp Pro 

gaa gga 
Glu Gly 

mcc aaa 
Xaa Lys 

75 
cca tec 
Pro Ser 
90 



WO 99/31236 



-173- 



PCT/IB98/02122 



gtc 


cat 


dac 


aga 


ccb 


cba 


kda 


ccc 


tea 


akc 


cat 


ctg 


gtt 


ttc atg agg 


Val 


His 


Xaa 


Arg 


Pro 


Xaa 


Xaa 


Pro 


Ser 


Xaa 


His 


Leu 


Val 


Phe Met Arg 










100 










105 








110 


atg 


acc 


cct 


tct 


tct 


atg 


atg 


aac 


aca 


ccc 


tec 


gga 


aac 


sgg ggc tgt 


Met 


Thr 


Pro 


Ser 


Ser 


Met 


Met 


Asn 


Thr 


Pro 


Ser 


Gly 


Asn 


Xaa Gly Cys 








115 










120 










125 


tgg 


teg 


cag 


ctg 


tgc 


tgt 


tea 


tea 


cag 


gca 


tea 


tea 


tec 


tea cca gtg 


Trp 


Ser 


Gin 


Leu 


Cys 


Cys 


Ser 


Ser 


Gin 


Ala 


Ser 


Ser 


Ser 


Ser Pro Val 






130 










135 










140 




gca 


agt 


gca 


ggc 


age 


tgt 


ccc 


ggt 


tat 


gec 


gga 


ate 


att 


gca ggt gag 


Ala 


Ser 


Ala 


Gly 


Ser 


Cys 


Pro 


Gly 


Tyr 


Ala 


Gly 


He 


He 


Ala Gly Glu 




145 










150 










155 






tec 


ate 


aga 


aac 


agg 


age 


tgacaacctg ctgggcaccc gaagaccaag 


Ser 


He 


Arg 


Asn 


Arg 


Ser 



















440 



488 



536 



584 



632 



160 165 

ccccctgcca gctcaccgtg cccagcctcc tgcatcccct egaagagect ggecagagag 692 

ggaagacaca gatgatgaag ctggagccag ggctgccggt ccgagtctcc tacctccccc 752 

aaccctgccc gcccctgaag gctacctggc gccttggggg ctgtccctca agttatctcc 812 

tetgetaaga caaaaagtaa agcactgtgg tetttgeaaa aaaaaaaa 860 



<210> 251 
<211> 593 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 24. .560 

<221> sig_peptide 

<222> 24. .101 

<223> Von Heijne matrix 

score 10.3999996185303 

seg LLLLLCGPS QDQC / RP 

<221> polyA_signal 
<222> 563. .568 

<221> polyA_site 
<222> 583 . .593 

<400> 251 

aanccagctg csgccggcca gee atg gag act gga gcg ctg egg cgc ccg caa 53 

Met Glu Thr Gly Ala Leu Arg Arg Pro Gin 
-25 -20 



ctt 


etc 


ccg 


ttg 


ctg 


ctg 


ctg 


etc 


tgc 


ggc 


cct 


tec 


cag 


gat 


caa 


tgc 


101 


Leu 


Leu 
-15 


Pro 


Leu 


Leu 


Leu 


Leu 

-10 


Leu 


Cys 


Gly 


Pro 


Ser 
-5 


Gin 


Asp 


Gin 


Cys 




cga 


cct 


gta 


etc 


cag 


aat 


ctg 


ttg 


cag 


age 


cca 


ggc 


ttg 


aca 


tgg 


age 


149 


Arg 


Pro 


Val 


Leu 


Gin 


Asn 


Leu 


Leu 


Gin 


Ser 


Pro 


Gly 


Leu 


Thr 


Trp 


Ser 




1 








5 










10 










15 






ttg gaa 


gtg 


ccc 


act 


ggg 


aga 


gaa 


gga 


aag 


gaa 


ggt 


ggg 


gat 


egg 


gga 


197 


Leu 


Glu 


Val 


Pro 
20 


Thr 


Gly 


Arg 


Glu 


Gly 
25 


Lys 


Glu 


Gly 


Gly 


Asp 
30 


Arg 


Gly 




cca 


ggg 


eta 


akt 


ggg 


gec 


act 


cca 


gec 


agg 


age 


cct 


cag 


ggc 


aag 


gag 


245 


Pro Gly 


Leu 


Xaa 


Gly 


Ala 


Thr 


Pro 


Ala 


Arg 


Ser 


Pro 


Gin 


Gly 


Lys 


Glu 








35 










40 










45 










atg 


ggg 


aga 


caa 


agg 


acc 


aga 


aag 


gtg 


aag 


ggc 


cct 


get 


tgg 


akt 


cac 


293 


Met 


Gly 


Arg 


Gin 


Arg 


Thr 


Arg 


Lys 


Val 


Lys 


Gly 


Pro 


Ala 


Trp 


Xaa 


His 






50 










55 










60 











WO 99/31236 



-174- 



PCT/IB98/02122 



aca 


gca 


aat 


cag 


gaa 


eta 


aac 


agg 


atg 


Thr 


Ala 


Asn 


Gin 


GlU 


Leu 


Asn 


Arg 


Met 


65 










70 








gtg 


cca 


gtg 


ggg 


cat 


ctg 


gag 


ggt 


ggc 


Val 


Pro 


Val 


Gly 


His 
85 


Leu 


Glu 


Gly Gly 


acg 


ggc 


etc 


cat 


tec 


tgc 


ara 


gat 


ggt 


Thr Gly 


Leu 


His 


Ser Cys 


Xaa 


Asp 


Gly 








100 










105 


cca 


get 


tea 


gtc 


ctg 


get 


gat 


get 


tgc 


Pro 


Ala 


Ser 


Val 


Leu 


Ala 


Asp 


Ala 


Cys 






115 










120 




gtt 


car 


arg 


gee 


eta 


ttt 


ggg 


tta 


agt 


Val 


Gin 


Xaa 


Ala 


Leu 


Phe 


Gly 


Leu 


Ser 




130 










135 






acc 


cac 


ttc 


tgc 


ctt 


tct 


att 


ana 


ctt 


Thr 


His 


Phe 


Cys 


Leu 


Ser 


He 


Xaa 


Leu 



145 150 
gtaaaaaaaa aaa 



agg 


tct 


ctg 


tct 


tct 


ggc 


tec 


"3 A 1 

341 


Arg 


Ser 


Leu 


Ser 


Ser 


Gly Ser 






75 










80 




acg 


gtc 


aag 


ctt 


cag 


aag 


gac 


389 


Thr 


Val 


Lys 


Leu 


Gin 


Lys 


Asp 




90 










95 






atg 


get 


tct 


ctt 


gaa 


ggg 


acg 


437 


Met 


Ala 


Ser 


Leu 


Glu 


Gly Thr 












110 








cca 


gga 


ttc 


cat 


gat 


gtg 


aan 


485 


Pro 


Gly 


Phe 


His 
125 


Asp 


Val 


Xaa 




ggg 


ana 


rta 


ctg 


tgg 


ctg 


aaa 


533 


Gly 


Xaa 


Xaa 


Leu 


Trp 


Leu 


Lys 





140 



taaataaact ctgaaracct 580 

593 



<210> 252 
<211> 1114 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 109. .558 

<221> sig_peptide 

<222> 109. .273 

<223> Von Heijne matrix 

score 3.70000004768372 

seq VAFMLTLPILVCK/VQ 

<221> polyA_site 
<222> 1104. .1114 

<400> 252 

attagctstc caaggtctcc cccagcactg aggagctege ctgetgccct cttgcgcgcg 60 
ggaagcagca ccaagttcac ggccaacgcc ttggcactag ggtccaga atg get aca 117 

Met Ala Thr 
-55 



aca 


gtc 


cct 


gat 


ggt 


tgc 


cgc 


aat 


ggc 


ctg 


aaa 


tec 


aag 


tac 


tac 


aga 


165 


Thr 


Val 


Pro 


Asp 


Gly 


Cys 


Arg 


Asn 


Gly 


Leu 


Lys 


Ser 


Lys 


Tyr 


Tyr 


Arg 








-50 










-45 










-40 










ctt 


tgt 


gat 


aag 


get 


gaa 


get 


tgg 


ggc 


ate 


gtc 


eta 


gaa 


acg 


gtg 


gee 


213 


Leu 


Cys 


Asp 


Lys 


Ala 


Glu 


Ala 


Trp 


Gly 


He 


Val 


Leu 


Glu 


Thr 


val 


Ala 






-35 










-30 










-25 












aca 


gee 


ggg 


gtt 


gtg 


acc 


teg 


gtg 


gec 


ttc 


atg 


ctg 


act 


etc 


ccg 


ate 


261 


Thr 


Ala 


Gly 


Val 


val 


Thr 


Ser 


Val 


Ala 


Phe 


Met 


Leu 


Thr 


Leu 


Pro 


He 




-20 










-15 










-10 










-5 




etc 


gtc 


tgc 


aag 


gtg 


cag 


gac 


tec 


aac 


agg 


cga 


aaa 


atg 


ctg 


cct 


act 


309 


Leu 


Val 


Cys 


Lys 


Val 
1 


Gin 


Asp 


Ser 


Asn 
5 


Arg 


Arg 


Lys 


Met 


Leu 
10 


Pro 


Thr 




cag 


ttt 


etc 


ttc 


etc 


ctg 


ggt 


gtg 


ttg 


ggc 


ate 


ttt 


ggc 


etc 


acc 


ttc 


357 


Gin 


Phe 


Leu 


Phe 


Leu 


Leu 


Gly 


Val 


Leu 


Gly 


He 


Phe 


Gly 


Leu 


Thr 


Phe 








15 










20 










25 










gee 


ttc 


ate 


ate 


gga 


ctg 


gac 


ggg 


age 


aca 


ggg 


ccc 


aca 


cgc 


ttc 


ttc 


405 


Ala 


Phe 


Tie 


He 


Gly 


Leu 


Asp 


Gly 


Ser 


Thr 


Gly Pro 


Thr 


Arg 


Phe 


Phe 
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30 35 40 

etc ttt ggg ate etc ttt tec ate tgc ttc tec tgc ctg ctg get cat . 453 
Leu Phe Gly lie Leu Phe Ser lie Cys Phe Ser Cys Leu Leu Ala His 
45 50 55 60 

get gtc agt ctg acc aag etc gtc egg ggg agg aaa gee cct ttc cct 501 
Ala Val Ser Leu Thr Lys Leu Val Arg Gly Arg Lys Ala Pro Phe Pro 

65 70 75 

gtt ggt gat tct ggg tct ggc cgt ggg ctt cag cct agt cca gga tgt 549 
Val Gly Asp Ser Gly Ser Gly Arg Gly Leu Gin Pro Ser Pro Gly Cys 

80 85 90 

tat cgc tat tgaatatatt gtcctgacca tgaataggac caaegtcaat 598 
Tyr Arg Tyr 
95 

gtcttttctg agctttccgc 
ktcctcttct tgatggcgct 
acgggctgga avagacatgg 
tgggtggcct ggatcaccct 
atemtcaret ccgccttggs 
gagttttggc tgctcacaaa 
tgtaaacctc aactcgtgaa 
gaaatcactc aaggttttga 
tttcagctgc agaascagee 



tcctcgtcgc aatgaaaact ttgtcctcct gctcacctac 658 

gaccttcctc wtgtcctcct tcaccttctg tggtkccttc 718 

ggcccacatc tacctcasga tgctcskctc cattgccatc 778 

getcatgett cctgactttg acegcrggtg ggatgacacc 838 

trcsaatggc tgggtgttcc tgttggctta tgttagtccc 898 

gcaackaaac cccatggatt atcctgttga ggatgettte 958 

gaagagctat ggtgtggrga acagagecta skctcaagag 1018 

agagacaggg gacacgctct atgcccccta ttccacacat 1078 

tccccaaaaa aaaaaa 1114 



<210> 253 

<211> 1182 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 128. .835 

<221> sig^peptide 

<222> 128. .220 

<223> Von Heijne matrix 

score 4.69999980926514 

seq LAVDSWWLDPGHA/AV 

<221> polyA__signal 
<222> 1145. .1150 

<221> polyA_site 
<222> 1170. .1181 

<400> 253 

aagaactgcg tctcgcgacc caggegeggg ttcceggagg acagccaaca agegatgetg 60 
ccgccgccgt ttcctgattg gttgtgggtg gctacctctt cgttctgatt ggccgctagt 120 

gagcaag atg ctg age aag ggt ctg aag egg aaa egg gag gag gag gag 169 

Met Leu Ser Lys Gly Leu Lys Arg Lys Arg Glu Glu Glu Glu 

-30 -25 -20 

gag aag gaa cct ctg gca gtc gac tec tgg tgg eta gat cct ggc cac 217 

Glu Lys Glu Pro Leu Ala Val Asp Ser Trp Trp Leu Asp Pro Gly His 

-15 -10 -5 

gca gcg gtg gca cag gca ccc ccg gee gtg gec tct age tec etc ttt 265 

Ala Ala Val Ala Gin Ala Pro Pro Ala Val Ala Ser Ser Ser Leu Phe 

15 10 15 

gac etc tea gtg etc aag etc cac cac age ctg cag vrr agt rag ccg 313 

Asp Leu Ser Val Leu Lys Leu His His Ser Leu Gin Xaa Ser Xaa Pro 

20 25 30 

gac ctg egg cac ctg gtg ctg gtc atr aac act ctg egg cgc ate cag 361 
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Asp Leu Arg His 


Leu 


vai 


Leu 


val 


Aaa 


a en 

noil 


liij- 


Leu 


A Y"f"T 

Arg 


Arg 


lie 


Gin 






35 


























gcg tec 


atg 


gca 


ccc 


gcg 


get 


gee 


ctg 


cca 


CCt 


gtg 


cct 


acc 


cca 


/-»/-» 4- 


Ala Ser 


Met 


Ala 


Pro 


Aia 


Aia 


Al a. 


Leu 


irx U 




V Ct J. 


Pro 

IT JL *J 




Pro 


Pro 




50 










D D 










fin 








gca gec 


ccc 


ant 


gtg 


get 


gac 


aac 


tea 


ctg 


gca 


age 


teg 


gac 


get 


get 


Ala Ala 


Pro 


Xaa 


val 


TV 1 _ 

Ala 


ASp 


Asn 


Leu 


Leu 


fil a 


Ser 


Ser 


Asp 


ai a 


Ala 


65 










/ U 




















ctt tea 


gee 


tec 


atg 


gee 


arm 


etc 


ctg 


gar 


gac 


etc 


age 




atl- 


a a a 


Leu Ser 


Ala 


Ser 


Met 


Ala 


Aaa 


Leu 


Leu 




Asp 


Leu 


OCX 




lie 


Glu 


80 








85 










on 










95 


ggc ctg 


agt 


cag 


get 


ccc 


caa 


ccc 


ccg 


gca 


gac 


g a 9 


ggg 




eca 




Gly Leu 


Ser 


Gin 


Ala 


Pro 


Gin 


Pro 


Leu 


A. J. a. 


Asp 




m v 

uiy 


DrA 

rX 


Pro 


Gly 






100 




















110 




cgt age 


ate 


ggg 


gga 


we a 


ccg 


ccc 


amc 


ctg 


ggt 


gee 


ctg 


era c 
you 


ctg 


eta 


Arg Ser 


He Gly 


Gly 


xaa 


Pro 


Pro 


Aaa 


Leu 


(71 V 

ox y 


Til a 


XJG u 


Asp 


Leu 


Leu 




ais 










ion 










X^ i> 






ggc cca 


gee 


act 


ggc 


tgt 


eta 


ctg 


gac 


a a t* 


ggg 




9 a g 


ggc 




ttt 


Gly Pro 


Ala 


Thr 


Gly 


Cys 


Leu 


Leu 


Asp 


Asn 


oiy 


Leu 


uiU 


f2l \r 

oxy 


Leu 




130 










1 J D 


















gag_ gat 


att 


gac 


ace 


tct 


atg 


tat 


gac 


aat 


gaa 


ctt 


tgg 


gca 


cca 


gec 


Glu Asp 


He 


Asp 


Thr 


Ser 


Met 


Tyr 


Asp 


Asn 




Leu 


Trp 


2X1 a 
nia 




*tx ci 


14 5 










*l C A 

IbO 




















tct gag 


ggc 


etc 


aaa 


cca 


ggc 


cct 


gag 


gat 


ggg 


ccg 


ggc 


aag 


gag 


gaa 


Ser Glu Gly Leu 


Lys 


Pro 


Gly 


Pro 


G1U 


Asp 


biy 


Pro 


tjiy 


Lys 


m ii 




160 








165 










170 










175 


get ccg 


gag 


ctg 


gac 


gag 


gee 


gaa 


ttg 


gac 


tac 


etc 


atg 


gat 


gtg 


ctg 


Ala Pro 


Glu 


Leu 


Asp 


Glu 


Ala 


Glu 


Leu 


Asp 


Tyr 


Leu 


Met 


Asp 


Val 


Leu 








180 










185 










190 




gtg ggc 


aca 


cag 


gca 


ctg 


gag 


cga 


ccg 


ccg 


ggg 


cca 


ggg 


cgc 






Val Gly Thr Gin 


Ala 


Leu 


Glu 


Arg 


Pro 


Pro 


Gly 


Pro 


Gly 


Arg 










195 










200 










205 







409 



457 



505 



553 



601 



649 



697 



745 



793 



835 



tgagccctcg tgctggaatg gttgtctggt atctgaactg agectgetgg ctggaccaac 895 

tgtcctcgaa aagacacagc tggcttccct agtacagaga acagggcttg ggccactttg 955 

gagagacaga atctagtcct gggcaacttc acatccgtcc tcctgtctca gggctggcag 1015 

ggggagcctg gaattacccc ctagtgatgg aatgacaggg cctggtgggg actgaattcc 1075 

ctggccctgg ggtcatagct tgggctgttc cttctctgat aegggaagag acccaatcag 1135 

atttttcaaa ttaaagccag tcctgggaaa tctcaaaaaa aaaaaac 1182 



<210> 254 

<211> 1073 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 59. .505 

<221> sig_peptide 

<222> 59. .358 

<223> Von Heijne matrix 

score 3.70000004768372 
seq LASSFLFTMGGLG/FI 

<221> polyA_signal 
<222> 1042. .1047 

<221> polyA_site 
<222> 1062. .1073 
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<400> 254 

actgtttnng ggaggcgcgt ggggcttgag gccgagaacg gcccttgctg ccaccaac 58 



atg 


gag 


act 


ttg 


tac 


cgt 


gtc 


ccg 


ttc 


tta 


gtg 


etc 


gaa 


tgt 


ccc 


aac 


106 


Met 


Glu 


Thr 


Leu 


Tyr 


Arg 


Val 


Pro 


Phe 


Leu 


Val 


Leu 


Glu 


Cys 


Pro 


Asn 




-100 








-95 










-90 










-85 




ctg 


aag 


ctg 


aag 


aag 


ccg 


ccc 


tgg 


ttg 


cac 


atg 


ccg 


teg 


gee 


atg 


act 


154 


Leu 


Lys 


Leu 


Lys 


Lys 
-80 


Pro' 


Pro 


Trp 


Leu 


His 
-75 


Met 


Pro 


Ser 


Ala 


Met 
-70 


Thr 




gtg 


tat 


get 


ctg 


gtg 


gtg 


gtg 


tct 


tac 


ttc 


etc 


ate 


acc 


gga 


gga 


ata 


202 


Val 


Tyr 


Ala 


Leu 
-65 


Val 


Val 


Val 


Ser 


Tyr 
-60 


Phe 


Leu 


He 


Thr 


Gly 
-55 


Gly 


He 




att 


tat 


gat 


gtt 


att 


gtt 


gaa 


cct 


cca 


agt 


gtc 


ggt 


tct 


atg 


act 


gat 


250 


He 


Tyr 


Asp 
-50 


Val 


He 


Val 


Glu 


Pro 
-45 


Pro 


Ser 


Val 


Gly 


Ser 
-40 


Met 


Thr 


Asp 




gaa 


cat 


ggg 


cat 


cag 


agg 


cca 


gta 


get 


ttc 


ttg 


gee 


tac 


aga 


gta 


aat 


298 


Glu 


His 
-35 


Gly 


His 


Gin 


Arg 


Pro 
-30 


val 


Ala 


Phe 


Leu 


Ala 
-25 


Tyr 


Arg 


Val 


Asn 




gga 


caa 


tat 


att 


atg 


gaa 


gga 


ctt 


gca 


tec 


age 


ttc 


eta 


ttt 


aca 


atg 


346 


Gly Gin 


Tyr 


He 


Met 


Glu 


Gly 


Leu 


Ala 


Ser 


Ser 


Phe 


Leu 


Phe 


Thr 


Met 




-20 










-15 










-10 










-5 




gga 


ggt 


tta 


ggt 


ttc 


ata 


ate 


ctg 


gac 


gga 


teg 


aat 


gca 


cca 


aat 


ate 


394 


Gly Gly 


Leu 


Gly 


Phe 


He 


He 


Leu 


Asp 


Gly 


Ser 


Asn 


Ala 


Pro 


Asn 


He 












1 








5 










10 








cca 


aaa 


etc 


aat 


aga 


ttc 


ctt 


ctt 


ctg 


ttc 


att 


gga 


ttc 


gtc 


tgt 


gtc 


442 


Pro Lys 


Leu 


Asn 


Arg 


Phe 


Leu 


Leu 


Leu 


Phe 


He 


Gly 


Phe 


Val 


Cys 


Val 








15 










20 










25 










eta 


twr 


agt 


ttt 


tkc 


ayg 


get 


aga 


gta 


ttc 


atg 


aga 


atg 


aaa 


ctg 


ccg 


490 


Leu 


Xaa 
30 


Ser 


Phe 


Xaa 


Xaa 


Ala 
35 


Arg 


Val 


Phe 


Met 


Arg 
40 


Met 


Lys 


Leu 


Pro 





ggc tat ctg atg ggt tagagtgect ttgasaagaa atcagtggat actggatttg 545 

Gly Tyr Leu Met Gly 

45 

ctcctgtcaa wgaastttta aaggctgtmc caatcctcta atatgaaatg tggaaaagaa 605 

tgaagagcag cagtaaaaga aatatctagt gaaaaaacag gaagegtatt gaagcttgga 665 

ctagaatttc ttcttggtat taaagagaca agtttatcac agaatttttt ttcctgctgg 725 

ectattgeta taccaatgat gttgagtggc attttctttt tagtttttca ttaaaatata 785 

ttccatatct acaactataa tatcaaataa agtgattatt ttttacaacc ctcttaacat 845 

tttttggaga tgacatttct gattttcaga aattaacata aaatccagaa gcaagattcc 905 

gtaagctgag aactctggac agttgatcag ctttacctat ggtgctttgc ctttaactag 965 

agtgtgtgat ggtagattat ttcagatatg tatgtaaaac tgtttcctga acaataagat 1025 

gtatgaaegg agcagaaata aatacttttt ctaattaaaa aaaaaaaa 1073 



<210> 255 

<211> 818 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 1. .207 

<221> sig_peptide 

<222> 1. .147 

<223> Von Heijne matrix 

score 7.59999990463257 
seq HLPFLLLLSCVGX/XP 

<221> polyA_signal 
<222> 784 . .789 
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<221> polyA_site 
<222> 807. .818 

<400> 255 



atg 


cct 


LLC 


CaL 


ttt 


ccg ttc ctt ggg ttt 








cat 


etc 


cat 


48 




Pro 


Phe 


His 


Phe Pro Phe Leu Gly Phe 


Val 


Cys 


Leu 


His 


Leu 


His 












-45 


-40 










-35 






Ctt 


acc 


cct 


tgc 


ctg 


act gta ccc cgt aga 


ccc 


ctg 


ttt 


etc 


etc 


ctg 


96 


Leu 


Thr 


Pro 


Cys 


Leu 


Thr Val Pro Arg Arg 


Pro 


Leu 


Phe 


Leu 


Leu 


Leu 










-30 




-25 








-20 








cac 


ctg 


tgt 


ccc 


cat 


ctg ccc ttc ttg ttg 


etc 


ctg 


tea 


tgt 


gtc 


ggg 


144 


His 


Leu 


Cys 


Pro 


His 


Leu Pro Phe Leu Leu 


Leu 


Leu 


Ser 


Cys 


Val 


Gly 








-15 






-10 






-5 










gkc 


www 


ccc 


tec 


tgt 


ctg cct tct tec tec 


act 


tgt 


gtc 


age 


ttg 


cat 


192 


Xaa 


Xaa 


Pro 


Ser 


Cys 


Leu Pro Ser Ser Ser 


Thr 


Cys 


Val 


Ser 


Leu 


His 






1 








5 


10 










15 




ttt 


ttt 


att 


cct 


gac 


tgagtcacca cacccctctc ccctgatcaa agggaatatk 


247 



Phe Phe lie Pro Asp 
20 

artttttaat ttggatcgac 
gccaccagga tggtccctcg 
tgcatgctgg gaactggggg 
rgtttggarg caaaatcaac 
gggargaaaa gaaaacttct 
tttttgttgc tcctccccac 
ggaagggggt aagctgggcc 
cctcccggta gggtaccagg 
tgegggcega cagareggge 
aagcgctgga agcgcctgca 



tgaggtgcca ggagaaactg cagkcccagg tatcemvaca 3 07 

ccccaccccc accgcctctk ccccaccttt tccaacgtgt 367 

gtgtggggga aggggctgee ggcttctttc aggangctga 427 

ctgggaracc accccggccg cggcgcctca gtggacaggt 487 

taccttggar garggacatc ccgcttcctt atccttagct 547 

tgcccctttt aatttatttg gttgtttgcg gaaggagggg 607 

gggaactgtc cgaggtgctg agctggggcg ggaccggaat 667 

gactgagttg ggcctggggc cgtgtccaag gtgccaatga 727 

cgcactgtct gtctgtccgt ctgtcccgga aagaactata 787 

aaaaaaaaaa a 818 



<210> 256 
<211> 971 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 12. .734 

<22l> sigjpeptide 

<222> 12. .101 

<223> Von Heijne matrix 

score 4.80000019073486 
seq ILFCVGAVGACTL/SV 

<221> polyA_signal 
<222> 914. .919 

<22l> polyA_site 
<222> 961. .971 



<400> 256 

aatacacaga a atg ggg act gcg age aga age aac ate get cgc cat ctg 
Met Gly Thr Ala Ser Arg Ser Asn lie Ala Arg His Leu 
-30 -25 -20 

caa acc aat etc att eta ttt tgt gtc ggt get gtg ggc gee tgt act 
Gin Thr Asn Leu lie Leu Phe Cys Val Gly Ala Val Gly Ala Cys Thr 

-15 -10 -5 

etc tct gtc aca caa ccg tgg tac eta gaa gtg gac tac act cat gag 
Leu Ser Val Thr Gin Pro Trp Tyr Leu Glu Val Asp Tyr Thr His Glu 



WO 99/31236 



-179- 



PCT/IB98/02122 





1 








5 










10 










15 




gcc 


gtc 


acc 


ata 


aag 


tgt 


acc 


ttc 


tec 


gca 


acc 


gga 


tgc 


cct 


tct 


gag 


194 


Ala 


Val 


Thr 


He 


Lys 


Cys 


Thr 


Phe 


Ser 


Ala 


Thr 


Gly 


Cys 


Pro 


Ser 


Glu 












20 










25 










30 






caa 


cca 


aca 


tgc 


ctg 


tgg 


ttt 


cgc 


tac 


ggt 


get 


cac 


cag 


cct 


gag 


aac 


242 


Gin 


Pro 


Thr 


Cys 


Leu 


Trp 


Phe 


Arg 


Tyr 


Gly 


Ala 


His 


Gin 


Pro 


Glu 


Asn 










35 










40 










45 








ctg 


tgc 


ttg 


gac 


ggg 


tgc 


aaa 


agt 


gag 


gca 


gas 


aag 


ttc 


aca 


gtg 


agg 


290 


Leu Cys 


Leu Asp Gly 


Cys 


Lys 


Ser 


Glu 


Ala 


Xaa 


Lys 


Phe 


Thr 


Val 


Arg 








50 










55 










60 










gag 


gcc 


etc 


aaa 


gaa 


aac 


caa 


gtt 


tec 


.etc 


act 


gta 


aac 


aga 


gtg 


act 


338 


Glu 


Ala 


Leu 


Lys 


Glu 


Asn 


Gin 


Val 


Ser 


Leu 


Thr 


val 


Asn 


Arg 


Val 


Thr 






65 










70 










75 












tea 


aat 


gac 


agt 


gca 


att 


tac 


ate 


tgt 


gga 


ata 


gca 


ttc 


ccc 


agt 


gtg 


386 


Ser 


Asn 


Asp 


Ser 


Ala 


He 


Tyr 


He 


Cys 


Gly 


He 


Ala 


Phe 


Pro 


Ser 


Val 




80 










85 










90 










95 




ccg 


gaa 


gcg aga get 


aaa 


cag 


aca 


gga 


gga 


ggg 


acc 


aca 


ctg 


gtg 


gta 


434 


Pro 


Glu 


Ala Arg Ala 


Lys 


Gin 


Thr 


Gly 


Gly 


Gly 


Thr 


Thr 


Leu 


Val 


Val 












100 










105 










110 






aga 


gaa 


att 


aag 


ctg 


etc 


age 


aag 


gaa 


ctg 


egg 


age 


ttc 


ctg 


aca 


get 


482 


Arg 


Glu 


He 


Lys 


Leu 


Leu 


Ser 


Lys 


Glu 


Leu 


Arg 


Ser 


Phe 


Leu 


Thr 


Ala 










115 










120 










125 








ctt 


gta 


tea 


ctg 


etc 


tct 


gtc 


tat 


gtg 


acc 


ggt 


gtg 


tgc 


gtg 


gcc 


ttc 


530 


Leu 


Val 


Ser 


Leu 


Leu 


Ser 


Val 


Tyr 


Val 


Thr 


Gly 


val 


Cys 


Val 


Ala 


Phe 








130 










135 










140 










ata 


etc 


etc 


tec 


aaa 


tea 


aaa 


tec 


aac 


cct 


eta 


aga 


aac 


aaa 


gaa 


ata 


578 


He 


Leu 


Leu 


Ser 


Lys 


Ser 


Lys 


Ser 


Asn 


Pro 


Leu 


Arg 


Asn 


Lys 


Glu 


He 






145 










150 










155 












aaa 


gaa 


gac 


tea 


caa 


aag 


aag 


aag 


agt 


get 


egg. 


cgt 


att 


ttt 


cag 


gaa 


626 


Lys 


Glu 


Asp 


Ser 


Gin 


Lys 


Lys 


Lys 


Ser 


Ala 


Arg 


Arg 


He 


Phe 


Gin 


Glu 




160 










165 










170 










175 




att 


get 


caa 


gaa 


eta 


tac 


cat 


aag 


aga 


cat 


gtg 


gaa 


aca 


aat 


cag 


caa 


674 


He 


Ala 


Gin 


Glu 


Leu 


Tyr 


His 


Lys 


Arg 


His 


Val 


Glu 


Thr 


Asn 


Gin 


Gin 












180 










185 










190 






tct 


gag 


aaa 


gat 


aac 


aac 


act 


tat 


gaa 


aac 


aga 


aga 


gta 


ctt 


tec 


aac 


722 


Ser 


Glu 


Lys 


Asp Asn 


Asn 


Thr 


Tyr 


Glu 


Asn 


Arg 


Arg 


val 


Leu 


Ser 


Asn 





195 200 205 



tat gaa agg cca tagaaaegtt ttaattttca atgaagtcac tgaaaatcca 774 
Tyr Glu Arg Pro 
210 

actccaggag ctatggcagt gttaatgaac atatatcatc aggtcttaaa aaaaaataaa 834 

ggtaaactga aaagacaact ggctacaaag aaggatgeca raatgtaagg aaactataac 894 

taataktcat taccaaaata ctaaaaccca acaaaatgea actgaaaaat accttccaaa 954 

tttgccaaaa aaaaaaw 971 



<210> 257 

<211> 640 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 378 . .518 

<221> sig_peptide 
<222> 378. .467 
<223> Von Heijne matrix 
score 5.5 

seq SLMTCTTLINASA/IS 
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<221> polyA_signal 
<222> 607. .612 

<221> polyA_site 
<222> 628. .640 

<400> 257 

agcctgggta akgcccaaga tggctgtctt cgccttagta ctcgtgtgaa gttggcgggg 60 
acggttcctg tcatcttctt gggcttattt ggtgtgctgt tgaagggggg agactagaga 120 
aatggcaggg aacctcttat ccggggcagg taggcgcctg tgggactggg tgcctctggc 180 
gtgcagaagc ttctctcttg gtgtgcctag attgatcggt ataaggctca ctctcccgcc 240 
ccccaaagtg gttgatcgtt ggaacgagaa aagggccatg ttcggagtgt atgacaacat 300 
cgggatcctg ggaaactttg aaaagcaccc caaagaactg atcagggggc ccatatggct 360 
tcgaggttgg aaaggga atg aat tgc aac gtt gta tec gaa aga gga aaa 410 
Met Asn Cys Asn Val Val Ser Glu Arg Gly Lys 
-30 -25 -20 

tgg ttg gaa gta gaa tgt teg ctg atg acc tgc aca acc tta ata aac 458 
Trp Leu Glu Val Glu Cye Ser Leu Met Thr Cys Thr Thr Leu lie Asn 

-15 -10 -5 

gca tec get ate tct aca aac act tta acc gac atg gga agt ttc gat 506 
Ala Ser Ala lie Ser Thr Asn Thr Leu Thr Asp Met Gly Ser Phe Asp 

1 5 10 

aga aga gaa age tgagaacttc ggaaaaggct catctgtcac cctggaraag 558 
Arg Arg Glu Ser 
15 

ggaaactgta cttttccctg tgaggaaacg gctttgtatt ttctctgtaa taaaatgggg 618 
cttctttgga aaaaaaaaaa aa 64 0 



<210> 258 
<211> 745 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 110. .304 

<221> sig_peptide 

<222> 110. .193 

<223> Von Heijne matrix 

score 4.59999990463257 

seq PLQWSLLVAWAG/SV 

<221> polyA_signal 
<222> 708. .713 

<221> polyA_ site 
<222> 732. .743 

<400> 258 

acttccgcct gcgcctgcgc agcvcagctc cshgagccct gccaaccatg gtgaacttgg 60 
gtctgtcccg ggtggacgac gccgtggctg ccaagcaccc ggcaccggc atg gee ttt 118 

Met Ala Phe 

ggc ttg cag atg ttc att cag agg aag ttt cca tac cct ttg cag tgg 166 

Gly Leu Gin Met Phe lie Gin Arg Lys Phe Pro Tyr Pro Leu Gin Trp 

-25 -20 -15 -10 

age etc eta gtg gec gtg gtt gca ggc tct gtg gtc age tac ggg gtg 214 

Ser Leu Leu Val Ala Val Val Ala Gly Ser Val Val Ser Tyr Gly Val 

-5 15 
acg aga gtg gag teg gag aaa tgc aac aac etc tgg etc ttc ctg gag 262 
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Thr Arg Val Glu Ser Glu Lys Cys Asn Asn Leu Trp Leu Phe Leu Glu 

10 15 20 

acc gga cag etc ccc aaa gac agg age aca gat cag ara age 3 04 
Thr Gly Gin Leu Pro Lys Asp Arg Ser Thr Asp Gin Xaa Ser 

25 30 35 

taggagagct ccagcagggg cacagargat tgggggcagg argartctgg aacacakcct 364 

tcatgccccc tgaccccagg ccgaccctcc ccacacccta gggtacccca gtegtatect 424 

ctgtccgcat gtgtggccag gectgacaaa cmcctgcaga tggctgctgc cccaacctgg 4 84 

gacctgccca ggaggttgga gcagaaaggg ctctccctgg ggtggtgttt ctcctctagg 544 

gtattgggat gcatgttctg cactgccagc agagagggtg tgtctggggg ccaccaccta 604 

tgggacaegg ggtcgaaggg gcctgtacac tctgtcattt cctttctagc ccctgcatct 664 

ccaacaagtc caaggtgaca gctggtgcta ggggcgtggg gttaataaat ggcttatcct 724 

tctctccaaa araaaaaaam c 745 



<210> 259 
<211> 637 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 201. .419 

<221> sigjpeptide 

<222> 201. .272 

<223> Von Heijne matrix 

score 6.40000009536743 

seq LSYLPLWLGPIWPycS 

<221> polyA_signal 
<222> 601. .606 

<221> polyA_site 
<222> 627. .637 

<400> 259 

acaaaatata attgectcts ccctctccca ttttctctct tgggagcaat ggtcacagtc 60 
cctggtacct gaaaaggtac ctaggtctag gcccttcttc cctttccctt cctctcccct 120 
accccagaac tttggctccc tttcccttct ctctctggta gctccaggag gcctgtgatc 180 
cagctccctg cctagcatcc atg acc tgt tgg atg tta cct cca ate agt ttc 23 3 

Met Thr Cys Trp Met Leu Pro Pro lie Ser Phe 
-20 -15 
ctg tec tac ctg cct ctt tgg ctt gga cct ata tgg cca tgc tct ggc 281 
Leu Ser Tyr Leu Pro Leu Trp Leu Gly Pro lie Trp Pro Cys Ser Gly 

-10 -5 1 

tct acc ctt ggg aag cct gat ccc ggt gtg tgg ccc age ttg ttc agg 329 
Ser Thr Leu Gly Lys Pro Asp Pro Gly Val Trp Pro Ser Leu Phe Arg 

5 10 15 

ccc tgg gat get gca tct cca ggc aac tat gca ctt tec egg gga rar 377 
Pro Trp Asp Ala Ala Ser Pro Gly Asn Tyr Ala Leu Ser Arg Gly Xaa 
20 25 30 35 

aac cak tat gav aak tgg ggg cag ggc aca cat tea tct ttg 419 
Asn Xaa Tyr Xaa Xaa Trp Gly Gin Gly Thr His Ser Ser Leu 

40 r 45 

targaaggtc tggcctgggg tcrggtgaag gagggeccag gtcagttctg gggtcccagt 479 
gaectgettt gccattctcc tggtgccgct gctgctccct gtttctggag ctggatgttc 53 9 
cccacctggc agttgagctg cctgagccaa tgtgtctgtc tttggtaact gagtgaacca 599 
taataaaggg gaacatttgg ccctgtgaaa aaaaaaaa 637 
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<210> 260 

<211> 1315 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 123 . .302 



<221> sig_peptide 

<222> 123 . .176 

<223> Von Heijne matrix 

score 4.30000019073486 
seq WTCLKSFPSPTSS/HA 

<221> polyA_ signal 
<222> 1279. .1284 



<22l> polyA_site 
<222> 1301. .1312 



<400> 260 

aagagcatcc tgcgccccgg cgcggggccc tgcggtagcc tcaggcccct cccctggacc 60 

cgccgcagag ccagtgcaga atacagaaac tgcagccatg accacgcacg tcaccctgga 12 0 

ag atg ccc tgt cca acg tgg acc tgc ttg aag age ttc ccc tec ccg 167 
Met Pro Cys Pro Thr Trp Thr Cys Leu Lys Ser Phe Pro Ser Pro 
-15 -10 -5 

acc age age cat gca teg age etc cac ctt cct cca tea tgt acc agg 215 
Thr Ser Ser His Ala Ser Ser Leu His Leu Pro Pro Ser Cys Thr Arg 

15 10 

eta act ttg aca caa act ttg agg aca gga atg cat ttg tea egg gca 263 
Leu Thr Leu Thr Gin Thr Leu Arg Thr Gly Met His Leu Ser Arg Ala 

15 20 25 

ttg caa ggt aca ttg acc agg eta cag tec act cca gca tgaatgarat 312 
Leu Gin Gly Thr Leu Thr Arg Leu Gin Ser Thr Pro Ala 
30 35 40 

gctggaggaa ggacatgakt atgeggtcat gctgtacacc tggegcaget gttcccgggc 372 

cattccccag gtgaaatgea acragcagcc caaccgakta raratctatg araaracagt 432 

araggtgctg gagceggagg tcaccaagct catgaagttc atgtattttc aregcaagge 492 

catcgagegg ttctgcascg aggtgaagcg gctgtgccat gccgagcgca ggaaggactt 552 

tgtctctgag gcctacctcc tgacccttgg caagttcatc aacatgtttg ctgtcctgga 612 

tgagctaaag aacatgaast geagegtcaa raatgaccac tctgcctaca agagggcagc 672 

acagttcctg eggaagatgg cagatcccca gtctatccag gagtegcaga acctttccat 732 

gttcctggcc aaccacaaca ggatcaccca gtgtctccac cagcaacttg aagtgatccc 792 

aggctatgag gagctgetgg ctgacattgt caacatctgt gtggattact acgagaacaa 852 

gatgtacctg actcccagtg agaaacatat gctcctcaag gtaaaactcc cctgaggccg 912 

cacccatgga gectgggett accctctcac cttcttctta ttaaaaatcc gttttaaaaa 972 

acaatgtttc ttttttctta aacattgata cagatcttac ggcacataat ggtttgtaac 1032 

ctgttccttt cctgtaatat aatataccgt agtcaccttt ccagatgtca ttaaggctat 1092 

ttctacaatg ttatgtgtaa tgactgccaa gtattctgtt gtattggaac attgtcatgt 1152 

aacatatccc ctgtggttgg atatttgeta aacttcattg aacacccttg tagcagtttt 1212 

tgtgcacatc tttttgtcaa ggcaaacttc ctagaagaga aattgctggc tcaaagggaa 1272 

aaacagaata aatcgttttt tttatttcaa aaaaaaaaaa ccc 1315 



<210> 261 
<211> 1035 
<212> DNA 

<213> Honoa sapiens 
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<220> 
<221> CDS 
<222> 98. .673 

<22l> sig_peptide 

<222> 98. .376 

<223> Von Heijne matrix 

score 5.59999990463257 

seq VLLLRQLFAQAEK/WY 

<221> polyA_site 
<222> 1025. .1035 

<400> 261 

aattttcygt ggtccaacta ccctcggcga tcccaggctt ggcggggcac cgcctggcct 60 
ctcccgttcc tttaggctgc cgccgctgcc tgccgcc atg gca gag ttg ggc eta 115 

Met Ala Glu Leu Gly Leu 
-90 



aat 


gag 


cac 


cat 


caa 


aat 


gaa 


gtt 


att 


aat 


tat 


atg 


cgt 


ttt 


get 


cgt 


163 


Asn 


Glu 


His 


His 


Gin 


Asn 


Glu 


Val 


He 


Asn Tyr 


Met 


Arg 


Phe 


Ala 


Arg 








-85 










-80 










-75 










tea 


^ag 


aga 


ggc 


ttg 


aga 


etc 


aaa 


act 


gta 


gat 


tec 


tgc 


ttc 


caa 


gac 


211 


Ser Lys Arg Gly 


Leu 


Arg 


Leu 


Lys 


Thr 


Val 


Asp 


Ser 


Cys 


Phe 


Gin 


Asp 






-70 










-65 
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90 95 



ccatgggcca gaagagggca tacttaacct tctagagagc ctgaagtagc tcctgatcac 753 

accttttcaa ggtaaagtga agagcatgaa attttggaca gcgtttattg atggacattt 813 

aaagtttgtg atetgeggta acaaggagaa gggtttttaa gtttataaaa attatttatc 873 

aattagcegg gtgtggtggt aegtgectat agtcagagct actegggagg ctgaggcagg 933 

agaattgett gaacccggga ggtggaggtt gcagtgagct gagatcaege cactgcactc 993 

tagectggge gaeagagega gactccatct caaaaaaaaa aa 1035 
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<210> 262 
<211> 696 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 17. .463 

<221> sig_peptide 

<222> 17 . .232 

<223> Von Heijne matrix 

score 3.79999995231628 

seq LMGLALAVYKCQS/MG 

<221> polyA_signal 
<222> 657. .662 

<221> polyA_site 
<222> 684. .696 

<400> 262 

actcaaacag attccc atg aat etc ttc ate atg tac atg gca ggc aat act 52 
Met Asn Leu Phe He Met Tyr Met Ala Gly Asn Thr 
-70 -65 
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atgtgcatat tacgacaaac acaaaaaaac tataccataa cccagggctg aaaataatgt 543 

aaaaaacttt atttttgttt ccagtacaga gcaaaacaac aacaaaaaaa cataactatg 603 

taaacaaaaa aataactget gctaaatcaa aaactgttgc agcatctcct ttcaataaat 663 

taaatggttg araacaatgc aaaaaaaaaa aaa 696 



<210> 263 
<211> 868 



WO 99/31236 
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PCT/IB98/02122 



<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 263. .481 

<221> sig^peptide 

<222> 263. .322 

<223> Von Heijne matrix 

score 11.1999998092651 

seq ILWLMGLPLAQA/LD 

<221> polyAjsite 
<222> 858. .868 

<400> 263 

aagacacgcc tacgattaga ctcaggcagg cacctaccgg cgagcggccg crvgtgactc 60 
ccaggcgcgg cggtacctca cggtggtgaa ggtcacaggg ttgcagcact cccagtagac 120 
caggagctcc gggaggcagg gccggcccca cgtcctctgc gcaccaccct gagttggatc 180 
ctctgtgcgc cacccctgag ttggatccag ggctagctgc tgttgacctc cccactccca 24 0 
cgctgccctc ctgcctgcag cc atg acg ccc ctg etc acc ctg ate ctg gtg 292 

Met Thr Pro Leu Leu Thr Leu lie Leu Val 

-20 -15 
gtc etc atg ggc tta cct ctg gec cag gec ttg gac tgc cac gtg tgt 
Val Leu Met Gly Leu Pro Leu Ala Gin Ala Leu Asp Cys His Val Cys 
-10 -5 1 5 

gec tac aac gga gac aac tgc ttc aac ccc atg cgc tgc ccg get atg 388 
Ala Tyr Asn Gly Asp Asn Cys Phe Asn Pro Met Arg Cys Pro Ala Met 

10 15 20 

gtt gec tac tgc atg acc acg cgc acc tac tac acc ccc acc agg atg 436 
Val Ala Tyr Cys Met Thr Thr Arg Thr Tyr Tyr Thr Pro Thr Arg Met 

25 30 35 

aag gtc agt aag tec tgc gtg ccc cgc tgc ttc gar nac tgt gta 4 81 

Lys Val Ser Lys Ser Cys Val Pro Arg Cys Phe Glu Xaa Cys Val 

40 45 50 

tgatggctac tccaagcacg cgtccaccac ctcctgctgc cagtacgacc tetgeaaegg 541 
caccggcctt gccaccccgg ccaccctggc cctggccccc atcctcctgg ccaccctctg 601 
gggtctcctc taaagccccc gaggcagacc cactcaagaa caaagctctc gagacacact 661 
gctayaccct ckcacccakc tcaccctgcc tcaccctcca cactccctgc gacctcctca 721 
gccatgccca gggtcaggac tgtgggcaag aagacacccg acctccccca accaccacac 781 
gacctcactt egaggecttg acctttcgat gctgtgtggg atcccaaaag tgtceggett 841 
tgatgggctg atcagcaaaa aaaaaaa 868 



340 



<210> 264 
<211> 775 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 42. .299 

<221> sig_peptide 

<222> 42. .101 

<223> Von Heijne matrix 

score 5.40000009536743 
seq WFVHSSALGLVLA/PP 



<221> polyA_site 
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<222> 762 . .775 
<400> 264 

aacgatacaa atggtaggcc ttcatgtgag ccagtdacta c atg aat ctt cat ttc 56 

Met Asn Leu His Phe 
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cag tgaaactwkk ttcwcttcta aagcccttca tttcccacaa ggttaagctc 349 
Gin 

tcgaaacccc atttgatcct tggttcctat ttcgatcctc ctttggaatc tgaaaategg 409 

tctccatgtt gtatgcaaat taaaakttgc cttgtttgtt actcttccaa cacagggtat 469 

cagggaraaa gaggecttat ctgttcctcc atcccccctg ttttgacaga ctgctaagaa 529 

ttcctcagga cttcctttgg ttggggattt tactttccca aaagtctgat ctgatttctt 589 

tcaggggtag acaagcttgt cctagtgctc tgcttcaggt cttatcagaa gaaacccagg 649 

aatagaaaag gtagatgect tgacttttgt ccctgttgtg gggactaaag tgttttttgc 709 

cagaattgtc aaaagctccg gttcaaactc tgtagagttt catggaaaaa caaaacaaaa 769 

aaaaaa 775 



<210> 265 

<211> 1075 

<212> DMA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 198. .431 

<221> sigjpeptide 

<222> 198. .260 

<223> Von Heijne matrix 

score 6.90000009536743 

seq LLACGSLLPGLWQ/HL 

<221> polyA_site 
<222> 1064 . . 1074 

<400> 265 

atatatttct gaggcagtac ccatctcact tgtaaactta aaagacaccg cagagatttg 60 
agggactcag aagtcaaata gagtaggtta aaaacctctt atttttcaaa ttaattgttt 12 0 
taagaaacaa gcatacctgt gtaagtgaaa tatcttaatt tgtgttgaat caagttagga 180 
gacagagatt ctcatga atg tgt cct gtg ttc tea aag cag ctg eta gee 23 0 

Met Cys Pro Val Phe Ser Lys Gin Leu Leu Ala 
-20 -15 
tgt ggg tct etc eta cct ggg tta tgg cag cac etc aca gec aat cac 278 
Cys Gly Ser Leu Leu Pro Gly Leu Trp Gin His Leu Thr Ala Asn His 
-10 -5 15 
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tgg cct cca ttc tec set ttc etc tgt aca gtt tgc tct ggt tec tea 326 
Trp Pro Pro Phe Ser Xaa Phe Leu Cys Thr Val Cys Ser Gly Ser Ser 

10 15 20 

gag cag att tec gag tat act get tea gee acg ccc cca ctg tgc cgt 374 
Glu Gin lie Ser Glu Tyr Thr Ala Ser Ala Thr Pro Pro Leu Cys Arg 

25 30 35 

tec ctg aac caa gag cca ttc gty tea aga gee att cgt cca aag tac 422 
Ser Leu Asn Gin Glu Pro Phe Val Ser Arg Ala He Arg Pro Lys Tyr 

40 45 50 

tct ate ace tagecattgt akccatacca ageegggett cctacttccc 471 
Ser He Thr 
55 

tctgctcccc ttggtttcct cctgtraart aaatctcact gacccttgat gcasctccaa 531 
gcatatataa tatatatata ataaaaccat abtctaaaaa attcaaacca ggawaaataa 591 
asccaraaat ttgtatggga aaaatctgea caaatttatt tggecagcat ggttatcatg 651 
gctctattga atttatcctt gaeegtcttt aaagccaaag caaaegggat aaagtgatca 711 
actacttacc tctcaatacc aaaaargaag caggaggcaa aatctctcaw taatttcata 771 
aaaacaattc ttakctgggc gcggtggctc wcacctgtar tcccaacact ttgggaggcc 831 
saggtgggcg gatcatgagg tegggagate aamaccatcc tggctaacat ggtgaaaccc 891 
catctctact aaaattacaa aaaattrgct gggcgaggtg gcgggcacct gtggtcccag 951 
etacteggga ggctgaggca agagaatggt gtgaacccca gggggeggag cctgcagtga 1011 
gctgagatcg caccactgca ctccagcctg ggcgacagtg agactccgtc tcaaaaaaaa 1071 
aaah 1075 



<210> 266 
<211> 981 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 279. .473 



<22l> sig_peptide 

<222> 279. .362 

<223> Von Heijne matrix 

score 4.40000009536743 
seq SCFLVALIIWCYL/RE 

<221> polyA_signal 
<222> 944. .949 



<221> polyA_site 
<222> 970. .981 

<400> 266 

agaatcgtgt cttgtgtgcc ccggcggccg ggtgagctcc tcaaggtctc ggagggcega 60 
gggcagacac eggegggegg geggasgett actgctctct ctcttccagg gccgtccggg 120 
egctgagget cataggctgg gcttcccgaa gccttcatcc gttgcccggt tcccgggatc 18 0 
gggcccaccc tgccgccgag gaagaggacg accctgaccg ccccattgag ttttcctcca 24 0 
geaaagecaa ccctcaccgc tggtcggtgg gccatacc atg gga aag gga cat cag 296 

Met Gly Lys Gly His Gin 
-25 

egg ccc tgg tgg aag gtg ctg ccc etc age tgc ttc etc gtg gcg ctg 344 
Arg Pro Trp Trp Lys Val Leu Pro Leu Ser Cys Phe Leu Val Ala Leu 

-20 -15 -10 

ate ate tgg tgc tac ctg agg gag gag age gag gcg gac cag tgg ttg 392 
He He Trp Cys Tyr Leu Arg Glu Glu Ser Glu Ala Asp Gin Trp Leu 

-5 15 10 

aga cag gtg tgg gga gag gtg cca gag ccc agt gat cgt tct gag gag 44 0 
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Arg Gin Val Trp Gly Glu Val Pro Glu Pro Ser Asp Arg Ser Glu Glu 

15 20 25 

cct gag act cca get gec tac aga gcg aga act tgacggggtg cccgctgggg 4 93 
Pro Glu Thr Pro Ala Ala Tyr Arg Ala Arg Thr 

30 35 

ctggcaggaa gggagecgae asccgccctt eggatttgat ktcacgtttg cccgtgactg 553 

tcctggctat gcktgcgtcc tcagcactra argacttggc tggtggatgg ggcacttggc 613 

tatgetgatt cgcgtgaagg eggavcaaaa tctcagcaaa teggaaactg ctcctcscct 673 

ggctcttgat ktccaaggat tccatcggca aaacttctca ratccttggg gaaggtttca 733 

gttgcactgt atgctgttgg atttgecaag tctttgtata acataatcat gtttccaaag 793 

cacttctggt gacacttgtc atccagtgtt agtttgcagg taatttgett tctgagatag 853 

aatatctggc agaagtgtga aactgtattg catgetgegg cctgtgcaag gaacacttcc 913 

acatgtgagt tttacacaac aacaaatgaa aataaatttt aattttataa tatgggaaaa 973 



aaaaaaaa 



981 



<210> 267 
<211> 1031 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 12. .644 

<221> sigjpeptide 
<222> 12. .92 
<223> Von Heijne matrix 
score 4 

seq LTFFSGVYGTCIG/AT 

<221> polyA_signal 
<222> 1002. .1007 

<221> polyA_site 
<222> 1020. .1031 

<400> 267 

acaccaagga g atg etc ctt ctt agt att aca act get tat aca ggt ctg 
Met Leu Leu Leu Ser lie Thr Thr Ala Tyr Thr Gly Leu 
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482 



530 



85 90 95 

gga aac age tgc ttt aat acc cas ctg ctt akt ate tkg ggc ttt ctg 434 
Gly Asn Ser Cys Phe Asn Thr Xaa Leu Leu Xaa lie Xaa Gly Phe' Leu 

100 105 110 

tat tct gaa rac age gee cca kca ttt gec ate ttc aat ttt gtt cag 
Tyr Ser Glu Xaa Ser Ala Pro Xaa Phe Ala lie Phe Asn Phe Val Gin 
115 120 125 130 

tct att tgc gca gee gtg gca ttt ttc tac age aac tac ctt etc ctt 
Ser He Cys Ala Ala Val Ala Phe Phe Tyr Ser Asn Tyr Leu Leu Leu 

135 140 145 

cac tgg caa etc ctg gtc atg gtk atw ttt ggg ttt ttk gga aca att 578 
His Trp Gin Leu Leu Val Met Val He Phe Gly Phe Xaa Gly Thr He 

150 155 160 

tct ttc ttc act gtg gaa tgg gaa set gee gee ttt gta sec cgc ggc 626 
Ser Phe Phe Thr Val Glu Trp Glu Xaa Ala Ala Phe Val Xaa Arg Gly 

165 170 175 

tct gac tac .cga agt ate tgatctggtg tccgtgaggg gaeaegtatg 674 
Ser Asp Tyr Arg Ser He 
180 

acctcagaaa cacagctgga cacagagctt ggtggaagaa gtcgcctttg atcttcacta 734 
tatattgggt gatgttcagt atggaaaatc aagggattaa gactgttaaa teagecagag 794 
tkggtgttca agtttacaga tatgagttat ttaaagcaag tagaataagg gaaagctgtt 854 
ctgtcaactg taattgttca aagatgttgt ttttcatttc atctatctca attcttataa 914 
tcatgttata gaatgtaaat gttttcttct ctctcctgct cttgttggaa gatcctgcct 974 
tgatttagaa tactaggeca tatgtcatat aaatattttt tctggaaaaa aaaaaaa 1031 



<210> 268 
<211> 1283 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 91- .459 

<221> sig_peptide 
<222> 91. .330 
<223> Von Heijne matrix 

score 7.69999980926514 

seq LVLFLSLALLVTP/TS 

<221> polyA_site 
<222> 1271. .1281 

<400> 268 

tattccttgg agttccacga ctgaattaag actgttgtgg grdccataat tttcaaatac 
ttgecctata ttcgtgttga gggttcacac atg age aca tgg tat ttg gca ctt 114 

Met Ser Thr Trp Tyr Leu Ala Leu 
-80 -75 
aat aag tec tat aag aat aaa gac age gtt agg att tat etc age ttg 162 
Asn Lys Ser Tyr Lys Asn Lys Asp Ser Val Arg He Tyr Leu Ser Leu 

-70 -65 -60 

tgc aca gtg age att aaa ttt aca tac ttt cat gat ata cag act aat 210 
Cys Thr Val Ser He Lys Phe Thr Tyr Phe His Asp He Gin Thr Asn 

-55 -50 -45 

tgt ctt aca aca tgg aaa cat teg aga tgc aga ttt tat tgg gca ttt 
Cys Leu Thr Thr Trp Lys His Ser Arg Cys Arg Phe Tyr Trp Ala Phe 
-40 "35 -30 -25 

ggt ggt tec att tta cag cac tea gtg gat ccc ctt gtt ttg ttc eta 
Gly Gly Ser He Leu Gin His Ser Val Asp Pro Leu Val Leu Phe Leu 



60 



258 



306 
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402 



-20 -15 -10 

age ctg gec ctg tta gtg aca ccc act tec ace cct tct get aar ata 354. 
Ser Leu Ala Leu Leu Val Thr Pro Thr Ser Thr Pro Ser Ala Lys He 

-5 15 
car age ctt caa att gac etc cct gga ggc tgg agg ctg gec act gac 
Gin Ser Leu Gin He Asp Leu Pro Gly Gly Trp Arg Leu Ala Thr Asp 

10 15 20 

agg ate ttt acc etc tec ccc gta ccc atg gac rgc ccc etc ate ctt 450 
Arg He Phe Thr Leu Ser Pro Val Pro Met Asp Xaa Pro Leu He Leu 
25 .30 35 40 

cat cag ttg taaaggtaga tatttgttcc ttggagtcca acatcatget 499 
His Gin Leu 

gttcagaata taatgagatc aatagttgaa aaactagata tacatgccac ccwgacaaag 559 
ctattaagtt attaagtgtc agecctggat cttggcttat tgtgaaatgt taattatttt 619 
atcactcyat taagaagctg tgggctccat ctcagcattg aaaagggact aatttgetet 679 
gttttggaat tgaattagct ttcaggecas cagggcactg tttggtaaat tgetttttec 739 
agtactagca tgttttctcc ctccatagcc tctgttagct tctgagcttg taacctccag 799 
ggaaavatga gaatattcac ccttttaata tgtgtagaga ecatgeaaga ccattgtctt 859 
ctaataatta gaaatactta gecagattet ctatagtaaa cceggagatt gggagggctg 919 
ctttctactt ggtgcatcct tctgcgcttc taatgatttt taaaaatctg ttaataattg 979 
atgttttctg gctgggcaca gtggctcacg cctgtaatcc cagcactttg ggaggccaag 1039 
gagggcagat catgaggtca ggagattgar accatcctgg etaacaeggt gaaaccccgt 1099 
ctctactaaa aatacaaaar aattakcegg gcatggtagt gggcgcctgt gtacccagct 1159 
actggggagg ctgaggcarg araatcgett gaacctggga ggcggaggtt gcastragct 1219 
gagatggtgc caccgcactc tagcctgggt gaeagagega gacttcattt caaaaaaaaa 1279 
aamc 12 83 



<210> 269 

<211> 1777 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 70. .327 

<221> sig_jpeptide 

<222> 70. .147 

<223> Von Heijne matrix 

score 9.60000038146973 

seq WLIALASWSWALC/RI 

<221> polyA_signal 
<222> 1741. .1746 

<221> polyA_site 
<222> 1763 . .1774 

<400> 269 

agcccggttt cgtgcccgcg gccgactgcg casctgtccg cgagtctgag atacttacag 60 
agagctaca atg gaa aag tec tgg atg ctg tgg aac ttt gtt gaa aga tgg 111 
Met Glu Lys Ser Trp Met Leu Trp Asn Phe Val Glu Arg Trp 
-25 -20 -15 

eta ata gec ttg get tea tgg tct tgg get etc tgc cgt att tct ctt 159 
Leu He Ala Leu Ala Ser Trp Ser Trp Ala Leu Cys Arg He Ser Leu 

-10 -5 1 

tta cct tta ata gtg act ttt cat ctg tat gga ggc att ate tta ctt 207 
Leu Pro Leu He Val Thr Phe His Leu Tyr Gly Gly He He Leu Leu 
5 10 15 20 

ttg tta ata ttc ata tea atw kca ggt att ctg tat aaa ttc cas gat 255 
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Leu Leu He Phe He Ser He Xaa Gly He Leu Tyr Lys Phe Xaa Asp 

25 30 35 

gta ttg ctt tat ttt ccw kaa cag yya tec tct tea cgt ctt tat gat 303 
Val Leu Leu Tyr Phe Pro Xaa Gin Xaa Ser Ser Ser Arg Leu Tyr Asp 

40 45 50 

tec cat gec cac tgg cmt teg rca taaaaaaatt ttcatcagaa ccaaagatgg 357 
Ser His Ala His Trp Xaa Ser Xaa 

55 60 

aatacgtctg aatcttattt tgatacgata cactggagac aattcaccct attccccaac 417 

tataatttat tttcatggga atgcaggcaa cataggtcac aggttggcca aatgeattae 477 

ttatgttggt taacctcaaa gttaaccttt tgctggttga ttatcgagga tatggaaaaa 537 

gtgaaggaga agcaagtgaa gaaggactct acttagattc tgaagctgtg ttagactacg 597 

tgatgactag acctgacctt gataaaacaa aaatttttct ttttggccgt tccttgggtg 657 

garcagtggc tattcatttg gcttctgaaa attcacatag gatttcagee attatggtgg 717 

agaacacatt tttaagcata ccacatatgg ccagcacttt attttcattc tttccgatgc 777 

gttaccttcc tttatggtgc tacaaaaata aatttttgtc ctacagaaaa atctctcagt 837 

gtagaatgee ttcacttttc atctctggac tctcagatca attaattcca ccagtaatga 897 

tgaaacaact ttatgaactc tccccatctc ggactaagan attagecatt tttccagatg 957 

ggactcacaa tgacacatgg cagtgccaag gctatttcac tgcacttgaa cagttcatca 1017 

aagaagtcgt aaagagecat tctcctgaag aaatggcaaa aacttcatct aatgtaacaa 1077 

ttatataatg tttccctttt tgattattgc attgtatttt aatttgtgca gaatgataaa 1137 

gaatgttcct tttagaagtg tgttatgtct gtacctgtct gaagagtgac attaaacttt 1197 

gaaaggactt cactgctcct ttacgatatt ccaaatagtt ttttacattg gaaaaactaa 1257 

ttcttgggat tctttcatac attttcatca aaactttcag tgtgattatg tattcatatc 1317 

ttcagtttaa tatgtcagta taatagatat tgttcaaaag tttcttgttg ctaaagtggt 1377 

gtaatctgtt acacagatga atagctagat gtggaaagag atatgtaaac aagaaacctt 1437 

tgggtattgt ttcttaagta aatattggga caatcatggt aagcaaactt agttctgtaa 1497 

ctgcattttt caccttaaaa gttaaatgaa atgcatgatg gtattttatt ccttgaatta 1557 

tgcaatgcaa cattttacat gtaaatagca ctggtcatat actgatgtat atggttatct 1617 

gggttatatc tatttttatg taaactctat ttttgttttt ggcaagaagt gaaattgaga 1677 

cttatgtgca ggttgccatt gaattttget ctggtgaatg ctgagatcca gctttttctt 1737 

acaaataaat gggaccctgt tttccaaaaa aaaaaaatnem 1777 



<210> 270 
<211> 970 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 12. .497 

<221> sig_j?eptide 
<222> 12. .104 
<223> Von Heijne matrix 
score 5.5 

seq LVGVLWFVSVTTG/PW 

<221> polyA_signal 
<222> 935. .940 

<22l> polyA_site 
<222> 955. .967 

<400> 270 

aggtctccaa g atg gcg gec gec tgg ccg tct ggt ccg kct get ccg gag 50 
Met Ala Ala Ala Trp Pro Ser Gly Pro Xaa Ala Pro Glu 
-30 -25 -20 

gec gtg acg gec aga etc gtt ggt gtc ctg tgg ttc gtc tea gtc act 98 
Ala Val Thr Ala Arg Leu Val Gly Val Leu Trp Phe Val Ser Val Thr 
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-15 










-10 










-5 






aca 


gga 


ccc 




ggg 


get 


qtt 


qcc 


acc 


tec 


qcc 


ggg 


ggc 


gag 


gag 


teg 


Thr Gly 


Pro 


Tim 


Gly Ala 


Val 


Ala 


Thr 


Ser 


Ala 


Gly Gly Glu 


Glu 


Ser 






1 








5 










10 










ctt 


aag 


tgc 


gag 


gac 


etc 


aaa 


gtg 


gga 


caa 


tat 


att 


tgt 


aaa 


gat 


cca 


Leu 


Lys 




GlU 


Asp 


Leu 


Lvs 


val 


Gly 


Gin 


Tvr 


lie 


Cys 


Lys 


Asp 


Pro 


15 










20 










25 










30 


aaa 


ata 


aat 


gac 


get 


acg 


caa 


aaa 

3 **** 


cca 


gtt 


aac 


tgt 


aca 


aac 


tac 


aca 


Lys 


He 


As xi 


Asp 


Ala 


Thr 


Gin 


Glu 


Pro 


Val 


Asn 


Cys 


Thr 


Asn 


Tyr 


Thr 








35 










40 










45 




get 


cat 


gtt 


tec 


tgt 


ttt 


cca 


gca 


ccc 


aac 


ata 


act 


tgt 


aag 


gat 


tec 


Ala 


His 


Val 


Ser 
50 


Cys 


Phe 


Pro 


Ala 


Pro 
55 


Asn 


He 


Thr 


Cys 


Lys 
60 


Asp 


Ser 


agt 


ggc 


aat 


gaa 


aca 


cat 


ttt 


act 


aaa 

33 3 


aac 


qaa 

3"*** 


gtt 


ggt 


ttt 


ttc 


aag 


Ser Gly 


Asn 


Glu 


Thr 


His 


Phe 


Thr 


Gly 


Asn 


Glu 


Val Gly Phe 


Phe 


Lys 






65 










70 










75 








ccc 


ata 


tct tgc 


cga 


aat 


ata 


aat 


qqc 


tat 


tec 


tac 


aat 


gag 


cag 


teg 


Pro 


He 


Ser 


Cys 


Arg' Asn 


Val 


Asn 


Glv 


Tvr 


Ser 


Tyr Asn 


Glu 


Gin 


Ser 




80 










85 










90 










cat 


gtc 


tct 


ttt 


tct 


tgg 


atg 


gtt 


ggg 


age 


aga 


teg 


att 


tta 


cct 


tgg 


His 


Val 


Ser 


Phe 


Ser Trp 


Met 


Val 


Gly 


Ser 


Arg 


Ser 


He 


Leu 


Pro 


Trp 


95 










100 










105 










110 


ata 


ccc 


tgc 


ttt 


ggg 


ttt 


gtt 


aaa 


btt 


tyg 


cac 


tgt 


agg 


gtt 


tkg 


tgg 


lie 


Pro 


Cys 


Phe 


Gly Phe 


Val 


Lys 


Xaa 


Xaa 


His 


Cys Arg 


Val 


Xaa 


Trp 










115 










120 










125 





146 



194 



242 



290 



338 



386 



434 



482 



aat tgg gag cct aat tgatttcaty cttatttcaa tgcagattgt tggaccttca 537 
Asn Trp Glu Pro Asn 
130 

aatggaagta gttacattat agattactat ggaaccagac ttacaagact gagtattact 597 

aatgaaacat ttagaaaaac gcaattatat ccataaatat tttttaaaag aaacagattt 657 

gagcctcctt gattttaata gagaacttct agtgtatgga tttaaagatt tctctttttc 717 

attcatatac cattttatga gttctgtata attttttgtg gtttttgttt tgttgagtta 777 

aagtatatta ttgtgagatt tatttaatag gacttccttt gaaagctgta taatagtgtt 837 

tetegggett ctgtctctat gagagatagc ttattactct gatactcttt aatcttttac 897 

aaaggcaagt tgccacttgt catttttgtt tctgaaaaat aaaagtataa cttattcaca 957 

aaaaaaaaaa mms 970 



<210> 271 
<211> 645 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 90. .383 

<221> sig_peptide 

<222> 90. .200 

<223> Von Heijne matrix 

score 4.90000009536743 

seq MLIMLGIFFNVHS/AV 

<221> polyA_signal 
<222> 609. .614 

<22l> polyA_site 

<222> 632. .643 
<400> 271 

atctctgccc ccctgcgagg gcatcctggg ctttctccca ccgctttccg agcccgcttg 
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209 



cacctcggcg atccccgact cccttcttt atg gcg teg etc ctg tgc tgt ggg 113 

Met Ala Ser Leu Leu Cys Cys Gly 
-35 "30 
ccg aag ctg gec gec tgc ggc ate gtc etc age gec tgg gga gtg ate 161 
Pro Lys Leu Ala Ala Cys Gly He Val Leu Ser Ala Trp Gly Val He 

-25 -20 -15 

atg ttg ata atg etc gga ata ttt ttc aat gtc cat tec get gtg ttg 
Met Leu He Met Leu Gly He Phe Phe Asn Val His Ser Ala Val Leu 

-10 -5 1 

att gag gac gtt ccc ttc acg gag aaa gat ttt gag aac ggc ccc car 257 
He Glu Asp Val Pro Phe Thr Glu Lys Asp Phe Glu Asn Gly Pro Gin 

5 10 15 

aac ata tac aac ctt tac rag caa ktc age tac aac tgt ttc ate get 305 
Asn He Tyr Asn Leu Tyr Xaa Gin Xaa Ser Tyr Asn Cys Phe He Ala 
20 25 30 35 

gca ggc ctt tac etc etc etc gga ggc ttc tct ttc tgc caa ktt egg 353 
Ala Gly Leu Tyr Leu Leu Leu Gly Gly Phe Ser Phe Cys Gin Xaa Arg 

40 45 50 

etc aat aag cgc aag gaa tac atg gtg cgc tagggccccg gcgcgtttcc 
Leu Asn Lys Arg Lys Glu Tyr Met Val Arg 

55 60 
ccgctccagc ccctcctcta tttaaaract ccctgcaccg tktcacccag gtcgcgtccc 463 
acccttgccg gcgccctctg tgggactggg tttcccgggc rararactga atcccttctc 523 
ccatctctgg catccggccc ccgtggarar ggctgaggct ggggggctgt tccgtctctc 583 
cacccttcgc tgtgtcccgt atctcaataa agagaatctg ctctcttcaa aaaaaaaaaa 643 
my 



403 



645 



<210> 272 
<211> 773 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 332. .541 

<221> sigjeptide 

<222> 332. .376 

<223> Von Heijne matrix 

score 3.59999990463257 
seq FLPCCLLWSVFNP/ES 

<221> polyA_signal 
<222> 739. .744 

<221> polyA_site 
<222> 761. .773 



<400> 272 

aaaacaattc 

ttaggtaacc 

gtccgtccgg 

taaacaactt 

ctctgaccct 

gttataaggt 



atgectttea 
ttatatttac 
tgtgtcagat 
gtacttgttt 
ctggaaatat 
agtactgatt 



tagtttatta 
aataaatgaa 
tttcctcaga 
catctggttt 
gtaatgette 
ttagcatatt 



ttg ctt tgg tct gtg ttc aat cca 
Leu Leu Trp Ser Val Phe Asn Pro 
-5 



ttattaaagt ctaaacaaaa ttgeaattte 
gattaccctc aaatgetaga agctgtctag 
ttagatgtgc caataaccaa gtttattcag 
tattactctc acccataaac agtaatgact 
caatcttget ttgtgtatct catttaattt 
a atg cga ttt ctt cct tgt tgt 
Met Arg Phe Leu Pro Cys Cys 
-15 *10 
gag age tta aat tgt cat tat ttt 
Glu Ser Leu Asn Cys His Tyr Phe 
1 5 



60 
120 
180 
240 
300 
352 



400 
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ghk ndd gaa amc 


tgt 


att ttt 
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tta 


caa 
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44B 


Xaa Xaa Glu Xaa 
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Leu 


Gin 


Tyr 


Tyr Glu 


He 


Ser 




10 




15 










20 












ctt cag gag aaa 


ctg 
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ctg 
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ctt 
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ttt 


ctt 
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tac 


496 


Leu Gin Glu Lye 


Leu Leu Gly Phe Leu 


Trp Leu 


Cys 


Phe 


Leu 


Ser 


Tyr 




25 




30 








35 










40 




ttt ttc cgt gcc 


gtg 


tat ttt 


tta 


att 


gat 


ttt 


tct 


tct 


ttt 


act 




541 


Phe Phe Arg Ala 


Val 


Tyr Phe 


Leu 


lie 


Asp 


Phe 


Ser 


Ser 


Phe 


Thr 







45 50 55 

tgaaaagaaa gtgttttatt ttcaaatctg gtccatattt acattctagt teagagecaa 601 

gecttaaact gtacagaatt tccactgtaa ttaaaactat ttagtgttag ttataaatag 661 

ccttcaaaaa gagagattct ccattacacg atcacctgca tcacagccca tggtgaatgt 721 

atgtttctgc atagegaaat aaaaatggca aatgcactga aaaaaaaaaa aa 773 



<210> 273 

<211> 566 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 43. .222 

<221> sigjpeptide 

<222> 43.. 177 

<223> Von Heijne matrix 
score 4 

seq ENFLSLLSKSCSA/DP 

<221> polyA_signal 

<222> 530. .535 

<221> polyA_site 

<222> 555. .566 

<400> 273 



aacgagtgga ggtgtggcta gtggctgtga tgagataaat cc atg cat age ctt 54 

Met His Ser Leu 
-45 



ttc 


att 


gcg 


age 


ttg 


aaa 


gtt 


ctt 


ttc tat tac 


agt ttt age 


ttt 


agg 


102 


Phe 


He 


Ala 


Ser 


Leu 


Lys 


val 


Leu 


Phe Tyr Tyr 


Ser Phe Ser 


Phe 


Arg 






-40 










-35 






-30 








ttt 


aat 


tgg 


ttc 


gac 


tgc 


ctt 


etc 


cac aat ttg 


ggc gag aat 


ttc 


ctt 


150 


Phe 


Asn 


Trp 


Phe 


Asp 


Cys 


Leu 


Leu 


His Asn Leu 


Gly Glu Asn 


Phe 


Leu 




-25 










-20 






-15 






-10 




age 


ctt 


etc 


age 


aaa 


agt 


tgt 


tct 


gcg gac ccg 


tct ggg tea 


act 


ttc 


198 


Ser 


Leu 


Leu 


Ser 


Lys 
-5 


Ser 


Cys 


Ser 


Ala Asp Pro 
i 


Ser Gly Ser 

c 


Thr 


Phe 




atg 


agg 


gac 


att 


gag 


aca 


aac 


aaa 


tgaaatatgg gttaaagtac tctgagcagc 


252 


Met Arg 


Asp 


He 


Glu 


Thr 


Asn 


Lys 













10 15 



tacaaaaaga araccagtct atectgetgg agacagtggc caegtgaara aagagctctt 312 

gcagtatgaa agaccacatg gaaagagagg ccacatggaa ccaacagtca gcatcttggt 372 

ttcggacacg tgaaraaatt catctcarac tgtgtatcct aaatcaggca ettgetgaat 432 

ctaactacat gagtgagacc agttgacaac acatggagca racatgagct gttctcagtg 492 

artcctacac aaattcctga ctcacaacac tgtgagcaat aaaatggttg ttattttaag 552 

ccaaaaaaaa aaaa 566 
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<210> 274 
<211> 455 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 115. .231 

<221> sig_j?eptide 
<222> 115. .180 
<223> Von Heijne matrix 
score 5 

seq HLFVTWSSQRALS/HP 

<221> polyA_signal 
<222> 419. .424 

<221> polyA_site 
<222> 445. .455 

<400> 274 

aacctgccag tkatgcaaat gccaaaatgt gggtcatcat atagtatatt tgaaaccttt 60 
ctgaacatgt acaccaccca atgctagagg ctgacttgga aaccggtggg tgca atg 117 

Met 

ccc gag get gtg gaa caa tea gcc cat etc ttt gtg acc tgg age agt 165 
Pro Glu Ala Val Glu Gin Ser Ala His Leu Phe Val Thr Trp Ser Ser 

-20 -15 -10 

cag agg gcc etc agt cac ccc gcc cca ttc etc acc ara raa aar aat 213 
Gin Arg Ala Leu Ser His Pro Ala Pro Phe Leu Thr Xaa Xaa Lys Asn 
-5 15 10 

cca ttt eta tgg aag etc tgaegtaact tcagtgtttt ctacaatact 261 
Pro Phe Leu Trp Lys Leu 
15 

cctcctgccc cgccccatta aaacagttct tttgttaaaa aatavcctaa tggtccaact 321 
ttgctgtctg ttcttccaaa tgtttataat acacattatt tataaatatg tctgtttggg 381 
aagctaagaa caagctagtt tttacaacac aaatggaaat aaatgeaatt attataaaaa 441 
tycaaaaaaa aaaa 455 



<210> 275 
<211> 673 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 232. ,384 

<221> sig_peptide 

<222> 232 . .300 

<223> Von Heijne matrix 

score 3.70000004768372 
seq FFLCAAFPLGAGV/KM 

<221> polyA_signal 
<222> 650. .655 

<221> polyA_site 
<222> 662 . .673 



WO 99/31236 



-196- 



PCT/IB98/02122 



<400> 275 

atttggcttg cagactgcct tctatcccag aacagctgag aaatctatga agctgagatt 60 
ctgaaggacc cagcttaggt tcttccactt aggcctcaat tcccttcctt ttccaggggc 120 
agccttagtt tcccatggcc ctgaaacaca cacatttccc ccttcctttc ccagaagcca 180 
ctggcccccc atagcaccca gtgcatcctt tttacaagtg gaagaactag g atg get 237 

Met Ala 

ttc caa agt ctt eta gaa atg aag ttc ttt etc tgt gca get ttc ccc 285 
Phe Gin Ser Leu Leu Glu Met Lys Phe Phe Leu Cys Ala Ala Phe Pro 

-20 -15 -10 

ctt gga gca gga gtg aag atg ttt cat tat ctt ggg cct ggg aaa cca 333 
Leu Gly Ala Gly Val Lys Met Phe His Tyr Leu Gly Pro Gly Lys Pro 
-5 15 10 

ctt cyy cag get tct ccc tec ccc cac ccc cat agg amc agg att tgg 3 81 

Leu Xaa Gin Ala Ser Pro Ser Pro His Pro His Arg Xaa Arg lie Trp 

15 20 25 

cct tagcttctgg gcctatcsgc tgccttccct cttyttccta ccacctcttc 434 
Pro 

tgccttcctt trawctctgt tgggcttggg gatcttagtt ttcttttgtt tatttcccat 4 94 
ctcatttttt tcttctggtc agttttttta agggggggtg ttgtggtttt ttgtttttgt 554 
tttgcttctg aaaaarcatt tgectttett cctctcccaa cataacaatc gtggtaacag 614 
aatgcgactg ctgatttacc gatgtattta atgtaagtaa aaaaaggaaa aaaaraaaa 673 



<210> 276 

<211> 639 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 143. .427 

<22l> sig_peptide 
<222> 143. .286 
<223> Von Heijne matrix 
score 7.5 

seq FVILLLF I FTWS / LV 

<221> polyA_signal 
<222> 606, .611 

<221> polyAjsite 
<222> 628. .639 

<400> 276 

aategcttea gcagcatcct ctcagacaag agecactatt tctgattcag atcacctgtc 
atcgaagttt aaagaagggg aaacaggaga cagaaataca ctgaaccaaa aagattcaaa 12 0 
agagcaagtg gaatctctaa ga atg get tec age cac tgg aat gaa ace act 172 

Met Ala Ser Ser His Trp Asn Glu Thr Thr 
-45 -40 
ace tct gtt tat cag tac ctt ggt ttt caa gtt caa aaa att tac cct 
Thr Ser Val Tyr Gin Tyr Leu Gly Phe Gin Val Gin Lys lie Tyr Pro 

-35 -30 -25 

ttc cat gac aac tgg aac act gec tgc ttt gtc ate ctg ctt tta ttt 
Phe His Asp Asn Trp Asn Thr Ala Cys Phe Val lie Leu Leu Leu Phe 

-20 -15 -10 

ata ttt aca gtg gta tct tta gtg gtg ctg get ttc ctt tat gaa gtg 316 
lie Phe Thr Val Val Ser Leu Val Val Leu Ala Phe Leu Tyr Glu Val 

-5 15 10 

ctt gam wgc tgc tgc tgt gta aaa aac aaa acc gtg aaa gac ttg aaa 
Leu Xaa Xaa Cys Cys Cys Val Lys Asn Lys Thr Val Lys Asp Leu Lys 



60 



220 



268 



364 
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15 20 25 

agt gaa ccc aac cct ctt ara akt atg atg gac aac ate aga aaa cgt 412 
Ser Glu Pro Asn Pro Leu Xaa Xaa Met Met Asp Asn lie Arg Lys Arg 

30 35 40 

gaa act gaa gtg gtc taacactcta taraaaatga acaaaatctc tgaaagcagc 4 67 

Glu Thr Glu Val Val 
45 

tcaacctctt ctgaraaaaa aaatatattc tgaggecaac tgttgctaca aaacaaattc 527 
tgactgaatg gttaaaacat ttctagtara aggggaaaaa aaakttaaac atgcactgtt 587 
tgtgtgtata sccatttcat taaatataca gtaaaactyc aaaaaaaaaa aa 639 



60 



<210> 277 
<211> 772 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 284. .463 

<221> sig_peptide 
<222> 284. .379 
<223> Von Heijne matrix 

score 3.79999995231628 

seq TFINITLWLGSLC/QR 

<221> polyA_site 
<222> 762. .772 

<400> 277 

acagctgggg ctttgtcttc tttattgeta ggagaatgta gcaatagaag ttctcatcgc 
cctgtattgc acttttggtt ttaaggactg gacccagagt tcctgaaagc caaactccat 12 0 
aagctgetea gtaagttcca agcacatagc cggctkhggg atgegatteg gtcgaggtct 180 
gttgaatgaa ggtagacgea gcaggcagtt tgtccttacc agtgacctgg aagacggtgg 24 0 
cacttcctga gtgagctcac ttaccttccc tgaatggtga ggc atg gat gaa tat 295 

Met Asp Glu Tyr 
-30 

tec tgg tgg tgc cac gtg tta gag gtg gta aag ggt caa atg ttt act 343 
Ser Trp Trp Cys His Val Leu Glu Val Val Lys Gly Gin Met Phe Thr 

-25 -20 -15 

ttt att aat att aca tta tgg ctt ggt tct ctg tgt cag cga ttt ttc 391 
Phe He Asn He Thr Leu Trp Leu Gly Ser Leu Cys Gin Arg Phe Phe 

-10 -5 1 

tat gec teg ggt act tat ttc eta ata tat ate age aca gta acg cct 43 9 

Tyr Ala Ser Gly Thr Tyr Phe Leu He Tyr He Ser Thr Val Thr Pro 
5 10 15 20 

age tgg agg ctt tgt ctt gtt agt tgataaatta gtggtaacag gtagatttgg 4 93 
Ser Trp Arg Leu Cys Leu Val Ser 
25 

ttacctccca aagtgctggg attrcagacg tgagccaccg cgcctggccg aaacaattct 553 
tttgaaagag agaagtctcc ctgtgttgcg caggctggtc tcagactcct ggggtcaagt 613 
gagcctcctg ctttcgcctc etaaagtget gggattacag gcgtgagcca ccgcacccgg 673 
acagatgtgt tgattttaaa gtgggtatga ggcctgagcc ctggagtttg agaccagcct 733 
ggacaacatg gcaagaccct gtctctccaa aaaaaaaaa 772 



<210> 278 
<211> 840 
<212> DNA 
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<213> Homo sapiens 

<220> 
<221> CDS 
<222> 162. .671 

<221> sig_peptide 

<222> 162. .398 

<223> Von Heijne matrix 

score 4.09999990463257 

seg QGVLFICFTCARS/FP 

<22l> polyA_signal 
<222> 805. .810 

<221> polyA_site 
<222> 830. .840 

<400> 278 

aaaaactgag gcctgggagc aggaacctgt aggcagcgct tgagggtagc gggatagcag 60 
ctgcaacgcg cgtgggaggc gggggctctg ggcggaacaa aaatcacagg atgtcagagg 120 
atgtttcccg ggaagaactg ggataaaggg gtcccagcac c atg gag gac ccg aac 176 

Met Glu Asp Pro Asn 
-75 

cct gaa gag aac atg aag cag cag gat tea ccc aag gag aga agt ccc 224 
Pro Glu Glu Asn Met Lys Gin Gin Asp Ser Pro Lys Glu Arg Ser Pro 

-70 -65 -60 

cag age cca gga ggc aac ate tgc cac ctg ggg gec ccg aag tgc acc 272 
Gin Ser Pro Gly Gly Asn He Cys His Leu Gly Ala Pro Lys Cys Thr 

-55 -50 -45 

cgc tgc etc ate acc ttc gca gat tec aag ttc cag gag cgt cac atg 
Arg Cys Leu He Thr Phe Ala Asp Ser Lys Phe Gin Glu Arg His Met 

-40 -35 -30 

aag egg gag cac cca gcg gac ttc gtg gec cag aag ctg cag ggg gtc 368 
Lys Arg Glu His Pro Ala Asp Phe Val Ala Gin Lys Leu Gin Gly Val 

-25 -20 -15 

etc ttc ate tgc ttc acc tgc gec cgc tec ttc ccc tec tec aaa gee 416 
Leu Phe He Cys Phe Thr Cys Ala Arg Ser Phe Pro Ser Ser Lys Ala 
-10 -5 1 5 

ckr rkc acc cac car cgc age cac ggt cca rcc gec aag ccc acc ctg 
Xaa Xaa Thr His Gin Arg Ser His Gly Pro Xaa Ala Lys Pro Thr Leu 

10 15 20 

ccg gtt gca acc act act gec car ccc acc ttc cct tgt cct gac tgt 512 
Pro Val Ala Thr Thr Thr Ala Gin Pro Thr Phe Pro Cys Pro Asp Cys 

25 30 35 

ggc aaa acc ttt ggg cag get gtt tct ctg arg egg cac esc caa atr 560 
Gly Lys Thr Phe Gly Gin Ala Val Ser Leu Xaa Arg His Xaa Gin Xaa 

40 45 50 

cat gar gtc cgt gec cct cct ggc acc ttc gec tgc aca rad tgc ggt 
His Glu Val Arg Ala Pro Pro Gly Thr Phe Ala Cys Thr Xaa Cys Gly 
55 60 65 70 

cag gac ttt get car gaa rca ggg ctg cat caa cac tac att egg cat 
Gin Asp Phe Ala Gin Glu Xaa Gly Leu His Gin His Tyr He Arg His 

75 80 85 

gec egg ggg gga etc tgagttcagc ttaagectet ccacggtgac gggtggctct 711 
Ala Arg Gly Gly Leu 
90 

gtggctgcta ggactcaccc atgatatggg gtgeaggaac tetgggggee ctgaaggatt 771 
tgcttccctc ccctgggaag gcagagggct cttaataaag aggacccaka agattcttaa 831 
aaaaaaaaa 840 



320 



464 



608 



656 
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<210> 279 
<211> 840 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 63. .632 

<221> sig_peptide 

<222> 63. .308 

<223> Von Heijne matrix 

score 4.40000009536743 

seq NLPHLQWGLTWG/H1 

<221> polyA_signal 
<222> 808 . .813 

<221> polyA_site 
<222> 829. .840 

<400> 279 

aacttccggt cgcgccascg cccgttgcca gttctgcgcg tgtcctgcat ctccagtatg 60 
ga atg tat gtd tgg ccc tgt get gtg gtc ctg gec cag tac ctt tgg 107 
Met Tyr Val Trp Pro Cys Ala Val Val Leu Ala Gin Tyr Leu Trp 









80 










IS 










■70 








ttt 


cac 


aga 


aga 


tct 


ctg 


cca 


ggc 


aag 


gec 


ate 


tta 


gag 


att 


gga 


get 


155 


Phe 


His 


Arg 
-65 


Arg 


Ser 


Leu 


Pro 


Gly 
-60 


Lys 


Ala 


He 


Leu 


Glu 
-55 


He 


Gly 


Ala 




gga 


gtg 


age 


ctt 


cca 


gga 


att 


ttg 


get 


gee 


aaa 


tgt 


ggt 


gca 


gaa 


gta 


203 


Gly Val 


Ser 


Leu 


Pro 


Gly 


He 


Leu 


Ala 


Ala 


Lys 


Cys 


Gly 


Ala 


Glu 


Val 






-50 










-45 










-40 












ata 


ctg 


tea 


gac 


age 


tea 


gaa 


ctg 


cct 


cac 


tgt 


ctg 


gaa 


gtc 


tgt 


egg 


251 


He 


Leu 


Ser Asp 


Ser 


Ser 


Glu 


Leu 


Pro 


His 


Cys 


Leu 


Glu 


Val 


Cys 


Arg 




-35 










-30 










-25 










-20 




caa 


age 


tgc 


caa 


atg 


aat 


aac 


ctg 


cca 


cat 


ctg 


cag 


gtg 


gta 


gga 


eta 


299 


Gin 


Ser 


Cys 


Gin 


Met 
-15 


Asn 


Asn 


Leu 


Pro 


His 
-10 


Leu 


Gin 


Val 


Val 


Gly 
-5 


Leu 




aca 


tgg 


ggt 


cat 


ata 


tct 


tgg 


gat 


ctt 


ctg 


get 


eta 


cca 


cca 


caa 


gat 


347 


Thr Trp 


Gly His 


He 


Ser 


Trp 


Asp 


Leu 


Leu 


Ala 


Leu 


Pro 


Pro 


Gin 


Asp 










1 








5 










10 










att 


ate 


ctt 


gca 


tct 


gat 


gtg 


ttc 


ttt 


gaa 


cca 


gaa 


rat 


ttt 


gaa 


gac 


395 


He 


He 
15 


Leu 


Ala 


Ser 


Asp 


Val 
20 


Phe 


Phe 


Glu 


Pro 


Glu 
25 


Xaa 


Phe 


Glu 


Asp 




att 


ttg 


get 


aca 


ata 


tat 


ttt 


ttg 


atg 


cac 


aar 


aat 


ccc 


aag 


gtc 


caa 


443 


He 


Leu 


Ala 


Thr 


He 


Tyr 


Phe 


Leu 


Met 


His 


Lys 


Asn 


Pro 


Lys 


Val 


Gin 




30 










35 










40 










45 




ttg 


tgg 


tct 


act 


tat 


caa 


gtt 


agg 


art 


get 


gac 


tgg 


tea 


ctt 


gaa 


get 


491 


Leu 


Trp 


Ser 


Thr 


Tyr 
50 


Gin 


Val 


Arg 


Xaa 


Ala 
55 


Asp 


Trp 


Ser 


Leu 


Glu 
60 


Ala 




tta 


etc 


tac 


aaa 


tgg 


gat 


atg 


aaa 


tgt 


gtc 


cac 


att 


cct 


ctt 


gag 


tct 


539 


Leu 


Leu 


Tyr Lys 


Trp 


Asp 


Met 


Lys 


Cys 


Val 


His 


He 


Pro 


Leu 


Glu 


Ser 










65 










70 










75 








ttt 


gat 


gca 


gac 


aaa 


gaa 


rat 


ata 


gca 


gaa 


tct 


ace 


ctt 


cca 


gga 


aga 


587 


Phe Asp 


Ala Asp 


Lys 


Glu 


Xaa 


He 


Ala 


Glu 


Ser 


Thr 


Leu 


Pro 


Gly 


Arg 








80 










85 










90 










cat 


aca 


gtt 


gaa 


atg 


ctg 


gtc 


att 


tec 


ttt 


gca 


aag 


gac 


agt 


etc 




632 


His 


Thr 
95 


Val 


Glu 


Met 


Leu 


val 
100 


lie 


Ser 


Phe 


Ala 


Lys 
105 


Asp 


Ser 


Leu 







tgaattatac ctacaacctg ttctgggaca gtatcaatac tgatgagcaa cctggcacac 692 
aaactatgag cagaccactt cagcttgaga atgcagtggg tctgaagatg gtcaagtctg 752 
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tttgccttar attttgatgt cacctagaca acacttaaac tcatatgaaa caaaaattaa 812 
aatacgtatt acaagcaaaa aaaaaaaa 84 0 



<210> 280 

<211> 849 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 21. .362 



<221> sig_ peptide 

<222> 21. .200 

<223> Von Heijne matrix 

score 4.80000019073486 
seq LVILS LKS QTLDA/ ET 

<221> polyA_signal 
<222> 821. . 826 



<221> polyA_site 
<222> 838. .849 



<400> 280 

agtaagtccc cccgcctcgc atg atg get gcg gtg ccg ccg ggc ctg gag ccg 53 

Met Met Ala Ala Val Pro Pro Gly Leu Glu Pro 

-60 -55 -50 



tgg 


aac 


cgt 


gtg 


aga 


ate 


cct 


aag 


gcg 


ggg 


aac 


cgc 


age 


gca 


gtg 


aca 


101 


Trp 


Asn 


Arg 


Val 


Arg 
-45 


lie 


Pro 


Lys 


Ala 


Gly 
-40 


Asn 


Arg 


Ser 


Ala 


Val 
-35 


Thr 




gtg 


cag 


aac 


ccc 


ggc 


gcg 


gec 


ctt 


gac 


ctt 


tgc 


att 


gca 


get 


gta 


att 


149 


Val 


Gin 


Asn 


Pro 
-30 


Gly 


Ala 


Ala 


Leu 


Asp 
-25 


Leu 


Cys 


He 


Ala 


Ala 
-20 


Val 


He 




aaa 


gaa 


tgc 


cat 


etc 


gtc 


ata 


ctg 


teg 


ctg 


aag 


age 


caa 


acc 


tta 


gat 


197 


Lys 


Glu 


Cys 
-15 


His 


Leu 


Val 


He 


Leu 
-10 


Ser 


Leu 


Lys 


Ser 


Gin 
-5 


Thr 


Leu 


Asp 




gca 


gaa 


aca 


gat 


gtg 


tta 


tgt 


gca 


gtc 


ctt 


tac 


age 


aat 


cac 


aac 


aga 


245 


Ala 


Glu 
1 


Thr 


Asp 


Val 


Leu 
5 


Cys 


Ala 


Val 


Leu 


Tyr 
10 


Ser 


Asn 


His 


Asn 


Arg 
15 




atg 


ggc 


cgc 


cac 


aaa 


ccc 


cat 


ttg 


gec 


etc 


aaa 


cag 


gtt 


gag 


caa 


tgt 


293 


Met 


Gly 


Arg 


His 


Lys 
20 


Pro 


His 


Leu 


Ala 


Leu 
25 


Lys 


Gin 


Val 


Glu 


Gin 
30 


Cys 




tta 


aag 


cgt 


ttg 


aaa 


aac 


atg 


aat 


ttg 


gag 


ggc 


tea 


att 


caa 


gac 


ctg 


341 


Leu 


Lys 


Arg 


Leu 
35 


Lys 


Asn 


Met 


Asn 


Leu 
40 


Glu 


Gly 


Ser 


He 


Gin 
45 


Asp 


Leu 




ttt 


gag 


ttg 


ttt 


tct 


tec 


aag 


taagtaagtg gtccarttgc tttgtgatgt 


392 


Phe 


Glu 


Leu 
50 


Phe 


Ser 


Ser 


Lys 























ggtgggctgg gaactcaatg tcttgtgatc kcccttwgga ttkctctakg ctygckgttg 452 

gaatataacc aattataccw cagctgtaka aatwttgttt taatgtgggg taccyggtgt 512 

ktgtggtaat cttctgacat tgatctatgg gartgactgg tgtgacattg aaatctgggt 572 

catggtagat tatattaaaa catcagtggg ctgttattgt gcttaactac ctcaagttga 632 

gcttaaagca agtcttcact tgaaaactgc tatagaaatg ctttatattt aaaaatgaaa 692 

gtaatgggar mttgeacata gctgaaaatg tgaagggtcg cccagggagg amatggaagc 752 

tctgtgcttc ttctgecata ccttgcccta tgeatctett tgtttcaatc ctttgtcata 812 

tcctttataa taaactggta aatgtaaaaa aaaaaaa 849 
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<210> 281 
<211> 1344 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 21. .503 

<221> sig_peptide 

<222> 21. .344 

<223> Von Heijne matrix 

score 5.30000019073486 

seq ACMTLTASPGVFP/SL 

<221> polyA_signal 
<222> 1305.7l3l0 

<221> polyA_site 
<222> 1330. .1341 

<400> 281 

aaacaactcc ggaaagtaca atg acc age ggg cag gec cga get tec wye cag 53 

Met Thr Ser Gly Gin Ala Arg Ala Ser Xaa Gin 
-105 -100 



tec 


ccc 


cag 


gec 


ctg 


gag 


gac 


teg 


ggc 


ccg 


gtg 


aat 


ate 


tea 


gtc 


tea 


101 


Ser 


Pro 


Gin 
-95 


Ala 


Leu 


Glu 


Asp 


Ser 
-90 


Gly 


Pro 


Val 


Asn 


He 
-85 


Ser 


val 


Ser 




ate 


acc 


eta 


acc 


ctg 


gac 


cca 


ctg 


aaa 


ccc 


ttc- 


-gga 


ggg 


tat 


tec 


cgc 


149 


He 


Thr 


Leu 


Thr 


Leu 


Asp 


Pro 


Leu 


Lys 


Pro 


Phe 


Gly 


Gly 


Tyr 


Ser Arg 






-80 










-75 










-70 












aac 


gtc 


acc 


cat 


ctg 


tac 


tea 


acc 


ate 


tta 


ggg 


cat 


cag 


att 


gga 


ctt 


197 


Asn 


Val 


Thr 


His 


Leu 


Tyr 


Ser 


Thr 


He 


Leu 


Gly 


His 


Gin 


He 


Gly Leu 




-65 










-60 










-55 










-50 




tea 


ggc 


agg 


gaa 


gec 


cac 


gag 


gag 


ata 


aac 


ate 


acc 


ttc 


acc 


ctg 


cct 


245 


Ser Gly 


Arg 


Glu 


Ala 


His 


Glu 


Glu 


He 


Asn 


He 


Thr 


Phe 


Thr 


Leu 


Pro 












-45 










-40 










-35 






aca 


gcg 


tgg 


age 


tea 


gat 


gac 


tgc 


gec 


etc 


cac 


ggt 


cac 


tgt 


gag 


cag 


293 


Thr 


Ala 


Trp 


Ser 
-30 


Ser 


Asp 


Asp 


Cys 


Ala 
-25 


Leu 


His 


Gly 


His 


Cys 
-20 


Glu 


Gin 




gtg 


gta 


ttc 


aca 


gec 


tgc 


atg 


acc 


etc 


acg 


gee 


age 


cct 


ggg 


gtg 


ttc 


341 


Val 


Val 


Phe 
-15 


Thr 


Ala 


Cys 


Met 


Thr 
-10 


Leu 


Thr 


Ala 


Ser 


Pro 
-5 


Gly 


Val 


Phe 




ccg 


tea 


ctg 


tac 


age 


cac 


cgc 


act 


gtg 


ttc 


ctg 


aca 


cgt 


aca 


gca 


acg 


389 


Pro 


Ser 
1 


Leu 


Tyr 


Ser 


His 
5 


Arg 


Thr 


Val 


Phe 


Leu 
10 


Thr 


Arg 


Thr 


Ala 


Thr 
15 
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cgc 


tct 


ggt 
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ctg 


cca 


gag 


atg 
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aca 


caa 


437 


Pro Arg 


Ser 


Gly 


Thr 


Arg 


Ser 


Ser 


Gin 


Leu 


Pro 


Glu 


Met 


Pro 


Thr 


Gin 












20 










25 










30 






aat 


acg 


ccc 


aaa 


att 


aca 


ate 


ctt 


tct 


ggt 


gtt 


ata 


agg 


ggg 


cca 


ttg 


485 


Asn 


Thr 


Pro 


Lys 
35 


He 


Thr 


He 


Leu 


Ser 

40 


Gly 


Val 


He 


Arg 


Gly 
45 


Pro 


Leu 





gaa aag tct ate atg ctt taaatcccaa gcttacagtg attgttccag 533 
Glu Lys Ser He Met Leu 
50 

atgatgaccg ttcattaata aatttgeate tcatgcacac cagttacttc ctctttgtga 5 93 

tggtgataac aatgttttgc tatgctgtta tcaagggcag acctagcaaa ttgegtcaga 653 

gcaatcctga attttgtccc gagaaggtgg ctttggctga agectaatte cacagctcct 713 

tgttttttga gagagactga gagaaccata atccttgcct gctgaaccca gcctgggcct 773 

ggatgctctg tgaatacatt atettgegat gttgggttat tccagccaaa gacatttcaa 83 3 

gtgcctgtaa ctgatttgta catatttata aaaatctatt cagaaattgg tccaataatg 893 

cacgtgcttt: gccctgggta cagccagagc ccttcaaccc caccttggac ttgaggacct 953 
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acctgatggg acgtttccac gtgtctctag agaaggatcc tggatctagc tggtcacgac 1013 

gatgttttca ccaaggtcac aggagcattg cgtcgctgat ggggttgaag tttggtttgg 1073 

ttcttgtttc agcccaatat gtagagaaca tttgaaacag tctgcacctt tgatacggta 1133 

ttgcatttcc aaagccacca atccattttg tggattttat gtgtctgtgg cttaataatc 1193 

atagtaacaa caataatacc tttttctcca ttttgcttgc aggaaacata ccttaagttt 1253 

tttttgtttt gtttttgttt ttttgttttt tgttttcctt tatgaagaaa aaataaaata 1313 

gtcacatttt aatacyaaaa aaaaaaaamc h 1344 



<210> 282 
<211> 671 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 1. .201 

<221> sig_peptide 
<222> 1. .63 

<223> Von Heijne matrix 

score 5.09999990463257 
seq LLLKIWLLQRPES/QE 

<221> polyA_signal 
<222> 637. .642 

<221> polyA_site 
<222> 660. .671 

<400> 282 

atg ctg gga ggt gac cat agg get ctg ctt tta aag ata tgg ctg ctt 48 
Met Leu Gly Gly Asp His Arg Ala Leu Leu Leu Lys lie Trp Leu Leu 

-20 -is -10 

caa agg cca gag tea cag gaa gga ctt ctt cca ggg aga tta gtg gtg 96 
Gin Arg Pro Glu Ser Gin Glu Gly Leu Leu Pro Gly Arg Leu Val Val 
-5 15 10 

atg gag agg aga gtt aaa aat gac etc atg tec ttc ttg tec acg gtt 144 
Met Glu Arg Arg Val Lys Asn Asp Leu Met Ser Phe Leu Ser Thr Val 

15 20 25 

ttg ttg agt ttt cac tct tct aat gca agg gtc tea cac tgt gaa cca 192 
Leu Leu Ser Phe His Ser Ser Asn Ala Arg Val Ser His Cys Glu Pro 

30 35 40 

ctt agg atg tgatcacttt caggtggcca ggaatgttga atgtctttgg 241 
Leu Arg Met 

45 

ctcagttcat ttaaaaaaga tatctatttg aaagttctca rarttgtaca tatgtttcac 301 
agtacaggat ctgtacataa aagtttcttt cctaaaccat tcaccaagag ccaatatcta 361 
ggcattttct tggtagcaca aattttctta ttgcttaraa aattgtcctc cttgttattt 421 
ctgtttgtaa racttaagtg agttaggtct ttaaggaaag caacgctcct ctgaaatget 481 
tgtctttttt ctgttgccga aatarctggt ectttttegg gagttaratg tatarartgt 541 
ttgtatgtaa acatttcttg taggcatcac catgaacaaa gatatatttt ctatttattt 601 
attatatgtg cacttcaaga agtcactgtc agagaaataa agaattgtct taaatgtcaa 661 
aaaaaaaaaa 671 



<210> 283 

<211> 1601 

<212> DNA 

<213> Homo sapiens 
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<220> 
<221> CDS 
<222> 39. .1034 



<221> sig_peptide 

<222> 39. .134 

<223> Von Heijne matrix 

score 6.09999990463257 
seq LPLLTSALHGLQQ/QH 



<221> polyA_signal 
<222> 1566. .1571 



104 



<221> polyA_site 
<222> 1587. .1597 

<400> 283 

agccccagat cctgaaggag gtgcagagcc cagagggg atg ate keg ctg agg gac 56 

Met lie Xaa Leu Arg Asp 
-30 

aca get gec tec etc cgc ctt gag aga gac aca agg cag ttg cca ctg 
Thr Ala Ala Ser Leu Arg Leu Glu Arg Asp Thr Arg Gin Leu Pro Leu 

-25 -20 -15 

etc acc agt gec ctg cac gga ctg cag cag cag cac cca gec ttc tct 152 
Leu Thr Ser Ala Leu His Gly Leu Gin Gin Gin His Pro Ala Phe Ser 
-10 -5 1 5 

ggt gtg gca egg ctg gee aag egg tgg gtg cgt gec cag ctt ctt ggt 
Gly Val Ala Arg Leu Ala Lys Arg Trp Val Arg Ala Gin Leu Leu Gly 

10 15 20 

gag ggt ttc get gat gag age ctg gat ctg gtg gee get gee ctt ttc 
Glu Gly Phe Ala Asp Glu Ser Leu Asp Leu Val Ala Ala Ala Leu Phe 

25 30 35 

ctg cac cct gag ccc ttc acc cct ccg agt tec ccc cag gtt ggc ttc 
Leu His Pro Glu Pro Phe Thr Pro Pro Ser Ser Pro Gin Val Gly Phe 

40 45 50 

ctt cga ttc ctt ttc ttg gta tea acg ttt gat tgg aag aac aac ccc 
Leu Arg Phe Leu Phe Leu Val Ser Thr Phe Asp Trp Lys Asn Asn Pro 
55 60 65 70 

etc ttt gtc aac etc aat aat gag etc act gtg gag gag cag gtg gar 
Leu Phe Val Asn Leu Asn Asn Glu Leu Thr Val Glu Glu Gin Val Glu 

75 80 85 

ate cgc agt ggc ttc ctg gca get egg gca cag etc ccc gtc atg gtc 
lie Arg Ser Gly Phe Leu Ala Ala Arg Ala Gin Leu Pro Val Met Val 

90 95 100 

att gtt acc ccc caa rac cgc aaa aac tct gtg tgg aca cag gat gga 
lie Val Thr Pro Gin Xaa Arg Lys Asn Ser Val Trp Thr Gin Asp Gly 

105 110 115 

ccc tea gec car ate ctg cag cag ctt gtg gtc ctg gca get gaa sec 536 
Pro Ser Ala Gin lie Leu Gin Gin Leu Val Val Leu Ala Ala Glu Xaa 

120 125 130 

ctg ccc atg tta rar aas cag etc atg gat ccc egg gga cct ggg gac 584 
Leu Pro Met Leu Xaa Xaa Gin Leu Met Asp Pro Arg Gly Pro Gly Asp 
135 140 145 150 

ate agg aca gkg ttc egg ccg ccc ttg gac att tac gac gtg ctg att 632 
He Arg Thr Xaa Phe Arg Pro Pro Leu Asp He Tyr Asp Val Leu He 

155 160 165 

cgc ctg tct cct cgc cat ate ccg egg cac cgc cag get gtg gac tcr 
Arg Leu Ser Pro Arg His He Pro Arg His Arg Gin Ala Val Asp Ser 

170 175 180 

cca get gee tec ttc tgc egg ggc ctg etc age cag ccg ggg ccc tea 
Pro Ala Ala Ser Phe Cys Arg Gly Leu Leu Ser Gin Pro Gly Pro Ser 



200 



248 



296 



344 



392 



440 



488 



680 



728 
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295 300 

gacagcagga cattggacct ctagagcaag atgtcagtag gatgacctcc accctccttg 1124 

gacatgaatc ctccatggag ggcctgctgg ctgaacatgc tgaatcatct ccaacaaaac 1184 

ccagccccaa ctttctctct gatgetccag cattggggca ggggcatggt ggcccatgta 1244 

gtctcctggg cctcaccatc ccagaagagg agtgggagcc agctcagaga aggaactgaa 1304 

cccaggagat ccatccacct attagecctg ggcctggacc tccctgcgat ttcccactcc 1364 

tttcttagtc ttcttccaga aacagagaag gggatgtgtg cctgggagag gctctgtctc 1424 

cttcctgctg ccaggacctg tgectagact tagcatgccc ttcactgcag tgtcaggect 1484 

ttagatggga cccagcgaaa atgtggccct tctgagtcac atcaccgaca ctgagcagtg 1544 

gaaaggggct atatgtgtat gaatagacca cattgaagga gcaaaaaaaa aaamcch 1601 



<210> 284 

<211> 1206 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 69. .263 

<221> sig_peptide 

<222> 69.. 125 

<223> Von Heijne matrix 

score 3.90000009536743 

seg ALSMSSFSFHSSS/CS 

<221> polyA_signal 
<222> 1173 . . 1178 

<221> polyA_site 
<222> 1196. .1205 

<400> 284 

acatttgtga ctttaccaat accctcccag ttcttgatag acagctgtag gttgctgggt 60 
tcaagaat atg ggt ggg ata tgg aat get ctt tea atg tct age ttc agt 110 
Met Gly Gly He Trp Asn Ala Leu Ser Met Ser Ser Phe Ser 
-15 -10 
ttt cat tea tec tec tgc tea gca ctg tea gec aag age tta etc age 158 
Phe His Ser Ser Ser Cys Ser Ala Leu Ser Ala Lys Ser Leu Leu Ser 
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-5 15 10 

aga cac cac ata ctg cag cag ttc eta gtg aga aaa tct gtg cca eta 206 

Arg His His lie Leu Gin Gin Phe Leu Val Arg Lys Ser Val Pro Leu 

15 20 25 

gaa aat get tea ctt cca ttt cct cac ctg ggc agt tct ctg ttt aaa 254 
Glu Asn Ala Ser Leu Pro Phe Pro His Leu Gly Ser Ser Leu Phe Lys 

30 35 40 

att gtg ggc tgatttggtc ttcctctcct cctcccactg ttactgccct 303 
He Val Gly 
45 

gcagcccttg ttcaggtgta cagaccctta ttctggcctc tagtgtcctt gtctgtcatg 363 

acacaccctt ccgcccaaat acctctgacc ccaaggctgg aatggggctg gtaggarata 423 

agtttgctta ctcatartca tgtcctttct cttggcacct gcttccctgc ggtgtcctca 4 83 

aatggatttc tgtgtggcag tggartgatt gcatgaattt ttctgtaaca cattaacttt 543 

gtattattat taagggartt tgaraaagct ttgcttataa tgtcaaggca aggaggtaaa 603 

aactggagee caaakaaatt cccttagggc aagattatgt tataataraa aattgaattt 663 

cctgaggcag tggctgccac cccttttcar atgtttagtc ctgeaaatag catctttctt 723 

gtagtctgtg acatggatgg ggatgetagg geccttaggg gcaaggggac taaactaaat 783 

caakttgagt ttttttccag caggggttar gggaggtact csctgttgat atttgacact 843 

araaagtaat cttttttaca aaactgtttt tctaggtggg tggaaagtga aactgccaca 903 

tccttgttgg tttagtccaa raratcattt gcaacaacag taratgtccg ggttttgttt 963 

ctgtcttttt attatgaaaa actatgttaa gggggaaaat gtggattatg gtaaccarag 1023 

gaatccctas ccttgttttc cttaraarac ttgtttagtg ttttatcara cgtctgttgt 1083 

agttgtarac aggaaagctt gtgaraaaaa caccacatgg ascctgtaaa tgtttttgca 1143 

caacctgtaa agcattcttg gaaktggcca gtaaaaaggg gttttaccat ttaaaaaaaa 1203 

aat 1206 



<210> 285 
<211> 536 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 115. .285 

<221> sig_ peptide 

<222> 115. .204 

<223> Von Heijne matrix 

score 3.70000004768372 

seq SMMLLTVYGGYLC/SV 

<221> polyA_signal 
<222> 505. .510 

<221> polyA_site 
<222> 525. .536 

<400> 285 

acgagtgctg cgttcggctg tgctgggaag ttgegtagae agtggcctcg agaccctgcc 60 
tgcctgagga ggcctcggtt ggatgcgaag gagctgeage atccagggga caag atg 117 

Met 
-30 

cca act ggc aag cag eta get gac att ggc tat aag acc ttc tct acc 165 
Pro Thr Gly Lys Gin Leu Ala Asp He Gly Tyr Lys Thr Phe Ser Thr 

-25 -20 -15 

tec atg atg ctt etc act gtg tat ggg ggg tac etc tgc agt gtc cga 213 
Ser Met Met Leu Leu Thr Val Tyr Gly Gly Tyr Leu Cys Ser Val Arg 

-10 -5 1 

gtc tac c?arc tat ttc cag tgg cgc agg gec cag cgc cag gec gca gaa 261 
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Val Tyr His Tyr Phe Gin Trp Arg Arg Ala Gin Arg Gin Ala Ala Glu 

5 10 15 

gaa cag aag dac tea gga ate atg tagaactggg gggctttttc tcctgagcar 315 
Glu Gin Lys Xaa Ser Gly lie Met 
20 25 

asakgeccaa ggcatgctgt ggagagactt cacctgccac catttccagg tcaacaggac 375 
tagagcgttg atggttttca aaccctgttg gaagaaagtg cccatggttt ctctggttct 435 
gecartttga cagtttatgg argcttttga ategtaatar caatgtgagg gtgargtaca 495 
cctacagaca ttaaataatt tgctgtgtca aaaaaaaaaa a 536 



<210> 286 
<211> 529 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 90. .344 

<221> sig_peptide 

<222> 90. .140 

<223> Von Heijne matrix 

score 8.19999980926514 
seq LLLITAILAVAVG/FP 

<221> polyA_signal 
<222> 500. .505 



<221> polyA_site 
<222> 515. .527 



<400> 286 

aatatrarac agctacaata ttccagggcc artcacttgc catttctcat aacagegtea 60 
gagagaaaga actgactgar aegtttgag atg aag aaa gtt etc etc ctg ate 113 

Met Lys Lys Val Leu Leu Leu lie 
-15 -10 
aca gec ate ttg gca gtg get gtw ggt ttc cca gtc tct caa gac cag 161 
Thr Ala He Leu Ala Val Ala Val Gly Phe Pro Val Ser Gin Asp Gin 

-5 15 
gaa cga gaa aaa aga agt ate agt gac age gat gaa tta get tea ggr 209 
Glu Arg Glu Lys Arg Ser He Ser Asp Ser Asp Glu Leu Ala Ser Gly 

10 15 20 

wtt ttt gtg ttc cct tac cca tat cca ttt cgc cca ctt cca cca att 257 
Xaa Phe Val Phe Pro Tyr Pro Tyr Pro Phe Arg Pro Leu Pro Pro He 

25 30 35 

cca ttt cca aga ttt cca tgg ttt aga cgt aat ttt cct att cca ata 305 
Pro Phe Pro Arg Phe Pro Trp Phe Arg Arg Asn Phe Pro He Pro He 
40 45 50 55 

cct gaa tct gee cct aca act ccc ctt cct age gaa aag taaacaaraa 354 
Pro Glu Ser Ala Pro Thr Thr Pro Leu Pro Ser Glu Lys 

60 65 
ggaaaagtca crataaacct ggtcacctga aattgaaatt gagccacttc cttgaaraat 414 
caaaattcct gttaataaaa raaaaacaaa tgtaattgaa atagcacaca gcattctcta 474 
gtcaatatct ttagtgatct tctttaataa acatgaaagc aaaaaaaaaa aaacc 529 



<210> 
<211> 
<212> 



287 
493 
DNA 
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<213> Homo sapiens 

<220> 
<221> CDS 
<222> 57. .311 

<221> sig_peptide 

<222> 57 . .107 

<223> Von Heijne matrix 

score 8.19999980926514 

seq LLLITAILAVAVG/FP 

<221> polyA_signal 
<222> 467. .472 

<221> polyA_site 
<222> 482. .493 

<400> 287 

aacttgccat ttctcataac agcgtcagag agaaagaact gactgaaacg tttgag atg 59 

Met 

aag aaa gtt etc etc ctg ate aca gec ate ttg gca gtg get gtt ggt 107 
Lys Lys Val Leu Leu Leu He Thr Ala He Leu Ala Val Ala Val Gly 

-15 -10 -5 

ttc cca gtc tct caa gac cak gaa cga gaa aaa aga agt ate agt gac 155 
Phe Pro Val Ser Gin Asp Xaa Glu Arg Glu Lys Arg Ser He Ser Asp 
15 10 15 

age gat gaa tta get tea ggg ttt ttt gtg ttc cct tac cca tat cca 203 
Ser Asp Glu Leu Ala Ser Gly Phe Phe Val Phe Pro Tyr Pro Tyr Pro 

20 25 30 

ttt cgc cca ctt cca cca att cca ttt cca aga ttt cca tgg ttt aga 251 
Phe Arg Pro Leu Pro Pro He Pro Phe Pro Arg Phe Pro Trp Phe Arg 

35 40 45 

cgt aat ttt cct att cca ata cct gaa tct gec cct aca act ccc ctt 299 
Arg Asn Phe Pro lie Pro He Pro Glu Ser Ala Pro Thr Thr Pro Leu 

50 55 60 

ccg age gaa aag taaacaagaa ggaaaagtca cgataaacct ggtcacctga 351 
Pro Ser Glu Lys 
65 

aattgaaatt gagccacttc cttgargaat caaaattcct gttaataaaa gaaaaacaaa 411 
tgtaattgaa atagcacaca gcattctcta gtcaatatct ttagtgatct tctttaataa 471 
acatgaaagc aaaaaaaaaa aa 493 



<210> 288 

<211> 521 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 96. .302 

<221> sic_peptide 
<222> 96. .182 
<223> Von Heijne matrix 
score 5 

seq ELSLLPSSLWVLA/TS 

<221> polyA_site 
<222> 5C1..514 
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<400> 288 

aagagacgtc accggctgcg cccttcagta tcgcggacgg aagatggcgt ccgccacccg 60 
tctcatccag cggctgcgga actgggcgtc cgggc atg acc tgc agg gga age 113 

Met Thr Cys Arg Gly Ser 
-25 

tgc age tac get acc agg aga tct cca age gaa etc age etc etc cca 161 
Cys Ser Tyr Ala Thr Arg Arg Ser Pro Ser Glu Leu Ser Leu Leu Pro 

-20 -15 -10 

age tec ctg tgg gtc eta gec aca age tct cca aca att act att gca 209 
Ser Ser Leu Trp Val Leu Ala Thr Ser Ser Pro Thr He Thr He Ala 

-5 15 
etc gcg atg gec gee ggg aat ctg tgc ccc ctt cca tea tea tkt cgt 257 
Leu Ala Met Ala Ala Gly Asn Leu Cys Pro Leu Pro Ser Ser Xaa Arg 
10 15 20 25 

crc aaa agg cgc tgg tgt cag gca asc car caa ara get ctg ctg 302 
Xaa Lys Arg .Arg Trp Cys Gin Ala Xaa Gin Gin Xaa Ala Leu Leu 

30 35 40 

tagctgccac tgaaaaraag gcggtgactc cagctcctcc cataaagagg tgggagctgt 362 
cctcggacca gccttacctg tgacactgea ccctcacggc cacccgacta ctttgcctcc 422 
ttggatttcc tccagggaga atgtgaccta atttatgaca aataegtara gctcaggtat 482 
cacttctagt tttactttaa aaaataaaaa aatagagac 521 



<210> 289 
<211> 811 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 161. .526 

<221> sig_peptide 

<222> 161. .328 

<223> Von Heijne matrix 

score 4.19999980926514 

seq XSPLLTLALLGQC/SL 

<221> polyA_site 
<222> 799. .811 

<400> 289 

aaaaaattgc agtgctgaag acactggacc egcaaaagge tgtccctccc aaacctggga 60 
ttctgggctc actgagttca cctgcgagtc agccctacct gcactgctct ggtctagtac 120 

aaacaggctg ctggcattga ggtctgetae aaaaanarta atg gtc cca tgg ccc 175 

Met Val Pro Trp Pro 
-55 

ate tct agg ttt cct ttc 223 

He Ser Arg Phe Pro Phe 
-40 

cat tgg tct cca gca tct 271 

His Trp Ser Pro Ala Ser 

-25 -20 

etc act ttg gec ctg ctg 319 

Leu Thr Leu Ala Leu Leu 
-5 

aaa aaa ctt gca ggg caa 367 

Lys Lys Leu Ala Gly Gin 
10 

ctg ccc ctg aca etc tgg 415 



agg ggc aag gtg aaa act get cct att ccc 
Arg Gly Lys Val Lys Thr Ala Pro He Pro 

-50 -45 
etc cct acc cac gac cca ccc acc cca gca 
Leu Pro Thr His Asp Pro Pro Thr Pro Ala 
-35 -30 
cat cag cag ttt aaa cat kkg tea ccc etc 
His Gin Gin Phe Lys His Xaa Ser Pro Leu 
-15 -10 
ggt cag tgc tct ctg ttc arc aat ttg agg 
Gly Gin Cys Ser Leu Phe Xaa Asn Leu Arg 

1 5 
aaa gca aaa aaa tta cct tec ttc tec age 
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Lys Ala Lys Lys Leu Pro Ser Phe Ser Ser Leu Pro Leu Thr Leu Trp 

15 20 25 

cca tta act cct caa ttt get gag etc act aca gtg gca caa aaa aaa 463 
Pro Leu Thr Pro Gin Phe Ala Glu Leu Thr Thr Val Ala Gin Lys Lys 
30 35 40 45 

ttg agg tgg tec ggg ace eta ggt tgg ggt cca gtt ccc age tgg gtt 511 
Leu Arg Trp Ser Gly Thr Leu Gly Trp Gly Pro Val Pro Ser Trp Val 

50 55 60 

caa ttt ttt tta ggg tgaatggagg garagttggg gactgaaaas ccttcaaara 566 
Gin Phe Phe Leu Gly 
65 

caatgttatt acagcaktct ccccttatcc aaaktttcct tttcctgadt ttcagttagc 626 
tatggtcaac cgcttggaaa atakttgaac acagtacaat aaratatttt gaggctggga 686 
ktggtggctc atgcctgtaa taatcccagg actttgtgar accaaktttg aaggatcact 746 
tgaacccagg aktttgarac cascctgggc aacatrgtra gacctcatct ctacaaaaaa 806 
aaaaa 811 



<210> 290 

<211> 625 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 210. ,332 

<221> sig_peptide 

<222> 210. .299 

<223> Von Heijne matrix 

score 8.10000038146973 

seq ITCLLAFWVPASC/IQ 

<221> polyA_signal 
<222> 594. .599 

<221> polyA_site 
<222> 613. .625 

<400> 290 

acaggtcsmc ttaacatctc ttgatttgag ccactcccac tgtcatcagc tttcacctgg 60 
attatcgtga cagcctccta ctgcttctct atcatgtggc cagagctatc ttccctaaaa 120 
atgeattgea tagttgatca agtcactctc tggcctaaaa ccttccttgg ctccctgctg 180 
ccctcaggat aaagtctgga cccctcagc atg get tgt gag act cat ggt gtc 233 

Met Ala Cys Glu Thr His Gly Val 
-30 -25 
ctt gtc cct get cac etc tct ggt etc ate act tgc ctt ctt gca ttc 281 
Leu Val Pro Ala His Leu Ser Gly Leu lie Thr Cys Leu Leu Ala Phe 

-20 -15 -10 

tgg gtc cca gec tec tgt ate cag aga tgc agt ggc tct cca ttg cca 329 
Trp Val Pro Ala Ser Cys lie Gin Arg Cys Ser Gly Ser Pro Leu Pro 

-5 15 10 

etc tgattcctcc tttcttttgg tcacagagaa agggtacttt ctctgtcaaa 382 
Leu 

tctcaactta gacttgactt cctccaagga gctttggcta tactctctcc cwcgaccccc 442 
accctggcat actacacara tcactctggg ctcacttgcc tgcctaatgg tcatctcccc 502 
agtaaactgt aagctccttg agggcaagga ttgtgttgga atttttgtat taacagtgcc 562 
tggcttggtg cctggcacct aaaaagcact caataaatgt ttgtttaatg aaaaaaaaaa 622 
aaa 625 
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<210> 291 
<211> 684 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 212. .361 

<221> sigjpeptide 

<222> 212 . .319 

<223> Von Heijne matrix 

score 4.09999990463257 

seq HWLFLASLSGIKT/YQ 

<221> polyA_signal 
<222> 650. .655 

<221> polyA_site 
<222> 673. .684 

<400> 291 

atccccawns cactctctca cagagactgt tcttttcctt ctgagaccct actccagctt 60 
gtagttctaa atctgtgatt atgcactgtc tgtcttcctc ttgaggtcag gggccatttc 120 
ttttgttctc tgctatgctc aggacccaga tcaaaggagc tcagtaacta tttacaggcg 180 
tacatcatat gtggaggaca cttatgctgt g atg gcc cca cac aca get tec 232 

Met Ala Pro His Thr Ala Ser 
-35 -30 
ttt ggg gtc tgt ccc ctg etc tec gtt ace cgc gtg gta gcc act gag 280 
Phe Gly Val Cys Pro Leu Leu Ser Val Thr Arg Val Val Ala Thr Glu 

-25 -20 -15 

cac tgg etc ttc ctg get tea etc tct ggc ate aaa act tat cag tec 328 
His Trp Leu Phe Leu Ala Ser Leu Ser Gly lie Lys Thr Tyr Gin Ser 

-10 -5 1 

tac ate tea gtc ttt tgc aag gtg aca ctt ate tgattaccta attcacacra 381 
Tyr lie Ser Val Phe Cys Lys Val Thr Leu lie 

5 t 10 

aggtgttaat ggtggtaatg gcataktatt tattacccca ggggacccak aacggtggta 441 
tcaaaacata tcattcccca gtggtttaaa actctggtag ctttccargg aatccaaagt 501 
ggaatccagt ctccttagct gawttcacag ggccccgtct gcacaacttg gcttctgtcg 561 
gcttccctan ccctgacttc ccaagcctta gtcatcaccc tctctcccac ccagggctca 621 
gcacagtacc tggaacagtc aagccctcaa taaatgttta ctgagtgcat yaaaaaaaaa 681 
aaa 684 



<210> 292 
<211> 628 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 75. .482 

<221> sigjpeptide 

<222> 75. .128 

<223> Von Heijne matrix 

score 3.59999990463257 
seq KMLISVAMLGAXA/GV 
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<221> polyA_signal 

<222> 595. .600 

<221> polyA_site 

<222> 618. .627 



<400> 292 

aagtgagacc gcgcggcaac agcttgcggc tgcggggagc tcccgtgggc gctccgctgg 60 



ctgtgcaggc ggcc 


atg 


gat 


tec 


ttg 


egg 


aaa 


atg 


ctg 


ate 


tea 


gtc 


gca 


110 










Met 


Asp 


Ser 


Leu 
-15 


Arg 


Lys 


Met 


Leu 


He 
-10 


Ser 


Val 


Ala 




atg 


ctg 


ggc 


gca 


rgg 


get 


ggc 


gtg 


ggc 


tac 


gcg 


etc 


etc 


gtt 


ate 


gtg 


158 


Met 


Leu 
-5 


Gly 


Ala 


Xaa 


Ala 


Gly 
1 


Val 


Gly 


Tyr 


Ala 
5 


Leu 


Leu 


Val 


He 


Val 
10 




acc 


ccg 


gga 


gag 


egg 


egg 


aag 


cag 


gaa 


atg 


eta 


aag 


gag 


atg 


cca 


ctg 


206 


Thr 


Pro 


Gly 


Glu 


Arg 
15 


Arg 


Lys 


Gin 


Glu 


Met 
20 


Leu 


Lys 


Glu 


Met 


Pro 
25 


Leu 




cag 


gac 


cca 


agg 


age 


agg 


gag 


gag 


gcg 


gcc 


agg 


acc 


cag 


cag 


eta 


ttg 


254 


Gin Asp 


Pro 


Arg 


Ser 


Arg 


Glu 


Glu 


Ala 


Ala 


Arg 


Thr 


Gin 


Gin 


Leu 


Leu . 










30 










35 










40 








ctg 


gcc 


act 


ctg 


cag 


gag 


gca 


gcg 


acc 


acg 


cag 


gag 


aac 


gtg 


gcc 


tgg 


302 


Leu 


Ala 


Thr 


Leu 


Gin 


Glu 


Ala 


Ala 


Thr 


Thr 


Gin 


Glu 


Asn 


Val 


Ala 


Trp 








45 










50 










55 








agg 


aag 


aac 


tgg 


atg 


gtt 


ggc 


ggc 


gaa 


ggc 


ggc 


gcc 


acg 


gga 


kgt 


cac 


350 


Arg 


Lys 


Asn 


Trp 


Met 


Val 


Gly 


Gly 


Glu 


Gly 


Gly Ala 


Thr 


Gly 


Xaa 


His 






60 










65 










70 










cgt 


gag 


acc 


gga 


ctt 


gcc 


tec 


gtg 


ggc 


gcc 


gga 


cct 


tgg 


ctt 


ggg 


cgc 


398 


Arg Glu 


Thr 


Gly 


Leu 


Ala 


Ser 


Val 


Gly 


Ala 


Gly Pro 


Trp 


Leu 


Gly 


Arg 




75 










80 










85 










90 




agg 


aat 


ccg 


agg 


cag 


ctt 


tct 


cct 


teg 


tgg 


gcc 


can 


egg 


aaa 


ate 


egg 


446 


Arg Asn 


Pro 


Arg 


Gin 


Leu 


Ser 


Pro 


Ser 


Trp 


Ala 


Xaa 


Arg 


Lys 


He 


Arg 












95 










100 










105 






amc 


gaa 


aat 


wcc 


atg 


cca 


gga 


etc 


tec 


ggg 


gtc 


ctg 


tgaactgccg 




492 


Xaa 


Glu 


Asn 


Xaa 


Met 


Pro 


Gly 


Leu 


Ser 


Gly 


Val 


Leu 













110 115 



tegggtgage acgtgtcccc caaaccctgg actgactget ttaaggtccg caaggeggge 552 
cagggecgag aegegagteg gatgtggtga actgaaagaa ccaataaaat catgttcctc 612 
cammcaaaaa aaaaah 628 



<210> 293 
<211> 813 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 50. .631 

<221> sigjeptide 
<222> 50. .244 
<223> Von Heijne matrix 
score 8 

seq LTLIGCLVTGVES/KI 

<221> polyA_signal 
<222> 777 . .782 

<221> polyA^site 
<222> 801. .812 
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<400> 293 

aaggaaagga ttactcgagc cttgttagaa tcagacatgg cttcagggg atg cag gac 58 

Met Gin Asp 
-65 

get ccc ctg age tgc ctg tea ccg act aag tgg age agt gtt tct tec 106 
Ala Pro Leu Ser Cys Leu Ser Pro Thr Lys Trp Ser Ser Val Ser Ser 

-60 -55 -50 

gca gac tea act gag aag tea gee tct gcg gca ggc acc agg aat ctg 154 
Ala Asp Ser Thr Glu Lys Ser Ala Ser Ala Ala Gly Thr Arg Asn Leu 

-45 -40 -35 

cct ttt cag ttc tgt etc egg cag get ttg agg atg aag get gcg ggc 202 
Pro Phe Gin Phe Cys Leu Arg Gin Ala Leu Arg Met Lys Ala Ala Gly 
-30 -25 -20 -15 

att ctg acc etc att ggc tgc ctg gtc aca ggc gtc gag tec aaa ate 250 
lie Leu Thr Leu lie Gly Cys Leu Val Thr Gly Val Glu Ser Lys lie 

-10 -5 1 

tac act cgt^tgc aaa ctg gca aaa ata ttc teg agg get ggc ctg gac 298 
Tyr Thr Arg Cys Lys Leu Ala Lys lie Phe Ser Arg Ala Gly Leu Asp 

5 10 15 

aat cyg agg ggc ttc age ctt gga aac tgg ate tgc atg gcg tat tat 346 
Asn Xaa Arg Gly Phe Ser Leu Gly Asn Trp lie Cys Met Ala Tyr Tyr 

20 25 30 

gag age ggc tac aac acc aca gec car acg gtc ctg gat gac ggc age 394 
Glu Ser Gly Tyr Asn Thr Thr Ala Gin Thr Val Leu Asp Asp Gly Ser 
35 40 45 50 

ate gac tay ggc ate ttc caa ate aac age ttc gcg tgg tgc aga cgc 442 
lie Asp Tyr Gly He Phe Gin He Asn Ser Phe Ala Trp Cys Arg Arg 

55 60 65 

gga aag ctg aag gag aac aac cac tgc cay gtc gee tgc tea gee ttg 490 
Gly Lys Leu Lys Glu Asn Asn His Cys His Val Ala Cys Ser Ala Leu 

70 75 80 

. rtc act gat gac etc aca gat gca att ate tgt gee arg aaa att gtt 538 
Xaa Thr Asp Asp Leu Thr Asp Ala He He Cys Ala Xaa Lys He Val 

85 90 95 

aaa gag aca caa gga atg aac tat tgg caa ggc tgg aag aaa cay tgt 586 
Lys Glu Thr Gin Gly Met Asn Tyr Trp Gin Gly Trp Lys Lys His Cys 

100 105 110 

9 a 9 999 aga gac ctg tec gas tgg aaa aaa ggc tgt gag gtt tec 631 
Glu Gly Arg Asp Leu Ser Xaa Trp Lys Lys Gly Cys Glu Val Ser 
115 120 125 

taaactggaa ctggacccag gatgetttge ascaacgccc tagggtttgc agtgaatgtc 691 
caaatgectg tgtcatcttg tcccgtttcc tcccaatatt ccttctcaaa cttggagagg 751 
gaaaattaag ctatactttt aagaaaataa atatttccat ttaaatgtca amaaaaaaaa 811 
ah 813 



<210> 294 

<211> 778 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 154 . . 576 

<221> sig_peptide 

<222> 154 . .360 

<223> Von Heijne matrix 

score 4 . 80000019073486 
seq MMVLSLGIILASA/SF 
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<221> polyA_signal 
<222> 737. .742 

<221> polyA_site 
<222> 763 . .775 

<400> 294 

agtaaaaaaa cactggaata aggaagggct gatgactttc agaagatgaa ggtaagtaga 60 
aaccgttgat gggactgaga aaccagagtk aaaacctctt tggagcttct gaggactcag 120 
ctggaaccaa cgggcacagt tggcaacacc ate atg aca tea caa cct gtt ccc 174 

Met Thr Ser Gin Pro Val Pro 
-65 



aat 




acc 


ate 


ata 


QtQ 


etc 


cca 


tea 


aat 


ate 


ate 


aac 


ttc 


tec 


caa 


222 


Asn 


Glu 


Thr 
-60 


lie 


lie 


val 


Leu 


Pro 
-55 


Ser 


Asn 


Val 


He 


Asn 
-50 


Phe 


Ser 


Gin 




qca 




aaa 


ccc 


era a 


ccc 


acc 


aac 


cag 




cag 


aat 


age 


eta 


aag 


aaa 


270 


Ala 


Glu 


Lys v Pro 


Glu 


Pro 


Thr 


Asn 


Gin 


Gly 


Gin 


Asp 


Ser 


Leu 


Lys 


Lys 






-45 










-40 










-35 












cat 


eta 


cac 


gca 


na a 
y dd 


« L. U 


aaa 


gtt 


att 


ggg 


act 


ate 


cag 


ate 


ttg 


tgt 


Jib 


His 


Leu 


His 


Ala 


Glu 


lie 


Lys 


Val 


He 


Gly 


Thr 


He 


Gin 


He 


Leu 


Cys 




-30 










-25 










-20 










-15 




ggc 


atg 


atg 


gta 


ttg 


age 


ttg 


ggg 


ate 


att 


ttg 


gca 


tct 


get 


tec 


ttc 


366 


Gly 


Met 


Met 


Val 


Leu 
-10 


Ser 


Leu 


Gly 


He 


He 
-5 


Leu 


Ala 


Ser 


Ala 


Ser 
1 


Phe 




tct 


cca 


aat 


ttt 


acc 


caa 


gtg 


act 


tct 


aca 


ctg 


ttg 


aac 


tct 


get 


tac 


414 


Ser 


Pro 


Asn 
5 


Phe 


Thr 


Gin 


Val 


Thr 
10 


Ser 


Thr 


Leu 


Leu 


Asn 
15 


Ser 


Ala 


Tyr 




cca 


ttc 


ata 


gga 


ccc 


ttt 


ttt 


gtr 


akt 


aaa 


btt 


tct 


gag 


gag 


ggc 


agg 


462 


Pro 


Phe 


lie 


Gly 


Pro 


Phe 


Phe 


Val 


Xaa 


Lys 


Xaa 


Ser 


Glu 


Glu 


Gly Arg 






20 










25 










30 












atg 


ggg 


caa 


ara 


ggg 


gag 


gaa 


rat 


vec 


aat 


age 


tta 


aac 


ttc 


cca 


set 


510 


Met 


Gly 


Gin 


Xaa 


Gly 


Glu 


Glu 


Xaa 


Xaa 


Asn 


Ser 


Leu 


Asn 


Phe 


Pro 


Xaa 




35 










40 










45 










50 




gec 


age 


ttg 


eta 


tkt 


ttg 


ate 


tgc 


cag 


gav 


caa 


gga 


ttc 


aac 


ggt 


gaa 


558 


Ala 


Ser 


Leu 


Leu 


Xaa 


Leu 


He 


Cys 


Gin 


Xaa 


Gin 


Gly 


Phe 


Asn 


Gly Glu 












55 










60 










65 






tct 


tgt 


tct 


cct 


gtc 


ggg 


targataaca ggggttgctt rattttagat 




606 


Ser 


Cys 


Ser 


Pro 
70 


Val 


Gly 

























caatttctta tcagactcaa ataaacattt cttttgaaaa tcatcttatt cttcacatta 666 
tcatcttgag ctatgatgga aactagtgas ktctctccag gtttaggega aaaaaaaatc 726 
catgaattag gataaagttg ggaaggaaca ttttatacaa aaaaaaaaah cc 778 



<210> 295 

<211> 1060 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 154. .897 

<221> sig_peptide 

<222> 154. .360 

<223> Von Heijne matrix 

score 4.80000019073486 
seq MMVLSLGIILASA/SF 

<22l> polyA_signal 

<222> iorr.7io22 
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<221> polyA_site 
<222> 1044. .1054 

<400> 295 

agtaaaaaaa cactggaata aggaagggct gatgactttc agaagatgaa ggtaagtaga 60 
aaccgttgat gggactgaga aaccagagtk aaaacctctt tggagcttct gaggactcag 120 
ctggaaccaa cgggcacagt tggcaacacc ate atg aca tea caa cct gtt ccc 174 

Met Thr Ser Gin Pro Val Pro 
-65 



aat 


gag 


acc 


ate 


ata 


gtg 


etc 


cca 


tea 


aat 


gtc 


ate 


aac 


ttc 


tec 


caa 


222 


Asn 


Glu 


Thr 
-60 


lie 


lie 


Val 


Leu 


Pro 
-55 


Ser 


Asn 


Val 


lie 


Asn 
-50 


Phe 


Ser 


Gin 




gca 


gag 


aaa 


ccc 


gaa 


ccc 


acc 


aac 


cag 


ggg 


cag 


gat 


age 


ctg 


aag 


aaa 


270 


Ala 


Glu 
-45 


Lys 


Pro 


Glu 


Pro 


Thr 
-40 


Asn 


Gin 


Gly 


Gin 


Asp 
-35 


Ser 


Leu 


Lys 


Lys 




cat 


eta 


cac 


^gca 


gar 


rtc 


aaa 


gtt 


att 


ggg 


act 


ate 


cag 


ate 


ttg 


tgt 


318 


His 


Leu 


His 


Ala 


Glu 


Xaa 


Lys 


Val 


He 


Gly 


Thr 


He 


Gin 


He 


Leu 


Cys 




-30 










-25 










-20 










-15 




ggc 


atg 


atg 


gta 


ttg 


age 


ttg 


ggg 


ate 


att 


ttg 


gca 


tct 


get 


tec 


ttc 


366 


Gly Met 


Met 


Val 


Leu 


Ser 


Leu 


Gly 


He 


He 


Leu 


Ala 


Ser 


Ala 


Ser 


Phe 












-10 










-5 










1 






tct 


cca 


aat 


ttt 


acc 


caa 


gtg 


act 


tct 


aca 


ctg 


ttg 


aac 


tct 


get 


tac 


414 


Ser 


Pro. 


Asn 


Phe 


Thr 


Gin 


Val 


Thr 


Ser 


Thr 


Leu 


Leu 


Asn 


Ser 


Ala 


Tyr 






5 










10 










15 










cca 


ttc 


ata 


gga 


ccc 


ttt 


ttt 


ttt 


ate 


ate 


tct 


ggc 


tct 


eta 


tea 


ate 


462 


Pro 


Phe 
20 


lie 


Gly 


Pro 


Phe 


Phe 
25 


Phe 


He 


He 


Ser 


Gly 
30 


Ser 


Leu 


Ser 


Tl- 




gec 


aca 


aaa 


aaa 


agg 


tta 


acc 


aac 


ctt 


ttg 


gtg 


cat 


acc 


acc 


ctg 


gtt 


510 


Ala 


Thr 


Lys 


Lys 


Arg 


Leu 


Thr 


Asn 


Leu 


Leu 


Val 


His 


Thr 


Thr 


Leu 


vai 




35 










40 










45 










50 




gga 


age 


att 


ctg 


agt 


get 


ctg 


tct 


gec 


ctg 


gtg 


ggt 


ttc 


att 


aye 


ctg 


558 


Gly 


Ser 


lie 


Leu 


Ser 
55 


Ala 


Leu 


Ser 


Ala 


Leu 
60 


val 


Gly 


Pne 


lie 


xaa 
65 


lieu 




tct 


gtc 


aaa 


cag 


gec 


acc 


tta 


aat 


cct 


gee 


tea 


ctg 


caK 


tgt 


gag 


ttg 


D Ub 


Ser 


val 


Lys 


Gin 
70 


Ala 


Tnr 


T 1-111 

Leu 


Asn 


Pro 
75 


Aia 


Ser 


Leu 


Aaa 


Cys 
80 




Leu 




gmc 


aaa 


aat 


aat 


ata 


cca 


aca 


ara 


akt 


tat 


gtt 


yet 


tac 


ttt 


tat 


cat 


CCA 


Xaa 


Lys 


Asn 
85 


Asn 


He 


Pro 


Thr 


Xaa 
90 


Xaa 


Tyr 


Val 


Xaa 


Tyr 
95 


Phe 


Tyr 


His 




gat 


tea 


ctt 


tat 


acc 


acg 


gac 


kgc 


tat 


aca 


gec 


aaa 


gee 


akt 


ctg 


get 


702 


Asp 


Ser 
100 


Leu 


Tyr 


Thr 


Thr 


Asp 
105 


Xaa 


Tyr 


Thr 


Ala 


Lys 
110 


Ala 


Xaa 


Leu 


Ala 




gga 


act 


etc 


tct 


ctg 


atg 


ctg 


att 


tgc 


act 


ctg 


ctg 


gaa 


ttc 


tgc 


cwa 


750 


Gly Thr 


Leu 


Ser 


Leu 


Met 


Leu 


He 


Cys 


Thr 


Leu 


Leu 


Glu 


Phe 


Cys 


Xaa 




115 










120 










125 










130 




set 


gtg 


etc 


act 


get 


gtg 


ctg 


egg 


tgg 


aaa 


cag 


get 


tac 


tct 


gac 


ttc 


798 


Xaa 


Val 


Leu 


Thr 


Ala 
135 


Val 


Leu 


Arg 


Trp 


Lys 
140 


Gin 


Ala 


Tyr 


Ser 


Asp 
145 


Phe 




cct 


999 


agt 


gta 


ctt 


ttc 


ctg 


cct 


cam 


agt 


tac 


att 


ggw 


aat 


tct 


ggm 


846 


Pro Gly 


Ser 


val 


Leu 


Phe 


Leu 


Pro 


Xaa 


Ser 


Tyr 


He 


Gly 


Asn 


Ser 


Gly 










150 










155 










160 








atg 


tec 


tea 


aaa 


atg 


acy 


cat 


gac 


tgt 


gga 


tat 


gaa 


gaa 


eta 


ttg 


act 


894 


Met 


Ser 


Ser 
165 


Lys 


Met 


Thr 


His 


Asp 
170 


Cys 


Gly 


Tyr 


Glu 


Glu 
175 


Leu 


Leu 


Thr 





tct taagaaaaaa gggagaaata ttaatcagaa agttgattct tatgataata 947 
Ser 

tggaaaagtt aaccattata gaaaagcaaa gcttgagttt cctaaatgta agcttttaaa 1007 

gtaatgaaca ttaaaaaaaa ccattatttc actgtcaaaa aaaaaaamcc nkt 1060 
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<210> 296 
<2ll> 444 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 146. .292 



<221> sigjpeptide 
<222> 146. .253 
<223> Von Heijne matrix 
score 5.5 

seq PTSMC I LFHCLLS / FQ 



<22l> polyA_signal 
<222> 395. .400 

<221> polyA_site 
<222> 433. .444 



<400> 296 

aacttgggac aagaratcaa actttaaaga tggtctaaag cccctcttaa aggtctgact 60 
gtgtcggacc tctagagcta atctcactag atgtgagcca ttgtttatat tctagccatc 12 0 
ctttcatttc attctagaag acccc atg caa gtt ccc cac eta agg gtc tgg 172 

Met Gin Val Pro His Leu Arg Val Trp 
-35 -30 
aca cag gtg awa gat acc ttc att ggt tat aga aat ttg gga ttt aca 220 
Thr Gin Val Xaa Asp Thr Phe He Gly Tyr Arg. .Asn Leu Gly Phe Thr 

-25 -20 -15 

agt atg tgc ata ttg ttc cac tgt ctt ctt age ttt cag gtt ttc aaa 268 
Ser Met Cys He Leu Phe His Cys Leu Leu Ser Phe Gin Val Phe Lys 

-10 -5 15 

aag aaa aga aaa ctt ara ctt ttc tgatgttctt ttttacgtaa ataaccattt 322 
Lys Lys Arg Lys Leu Xaa Leu Phe 
10 

tattgttgtt ttgettttte tgccttcaaa ctactcccac aggecaaata tavctggctg 382 
cttctttctg taaataaagt tttattgggc cacagccatg gecatctttt aaaaaaaaaa 442 
aa 444 



<210> 297 
<211> 754 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 126. .383 

<221> sig_peptide 
<222> 126. .167 
<223> Von Heijne matrix 
score 7.5 

seq VALNLILVPCCAA/WC 

<221> polyA_signal 
<222> 726. .731 

<22l> polyA_site 
<222> 743 . .754 
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«c400> 297 

aattgtatgt tacgatgttg tattgatttt taagaaagta attkratttg taaaacttct 60 
gctcgtttac actgcacatt gaatacaggt aactaattgg wwggagaggg gaggtcactc 120 
ttttg atg gtg gcc ctg aac etc att ctg gtt ccc tgc tgc get get tgg 170 
Met Val Ala Leu Asn Leu lie Leu Val Pro Cys Cys Ala Ala Trp 
-10 -5 1 



tgt 


gac 


cca 


egg 


agg 


ate 


cac 


tec 


cag 


gat 


gac gtg 


etc 


cgt 


age 


tct 


218 


Cys 


Asp 


Pro 


Arg 


Arg 


He 


His 


Ser 


Gin 


Asp 


Asp Val 


Leu 


Arg 


Ser 


Ser 










5 










10 








15 








get 


get 


gat 


act 


ggg 


tct 


gcg 


atg 


cag 


egg 


cgt gag 


gee 


tgg 


get 


ggt 


266 


Ala 


Ala 


Asp 


Thr 


Gly 


Ser 


Ala 


Met 


Gin 


Arg 


Arg Glu 


Ala 


Trp 


Ala 


Gly 








20 










25 








30 










tgg 


aga 


agg 


tea 


caa 


ccc 


ttc 


tct 


gtt 


ggt 


ctg cct 


tct 


get 


g aa 


aga 


314 


Trp 


Arg 


Arg 


Ser 


Gin 


Pro 


Phe 


Ser 


Val 


Gly 


Leu Pro 


Ser 


Ala 


Glu 


Arg 






35 










40 








45 












etc 


gag 


aac 


. caa 


cca 


ggg 


aag 


ctg 


tec 


tgg 


agg tec 


ctg 


gtc 


gga 


gag 


362 


Leu 


Glu 


Asn 


Gin 


Pro 


Gly 


Lys 


Leu 


Ser 


Trp 


Arg Ser 


Leu 


Val 


Gly 


Glu 




50 










55 










60 








65 




gga 


cat 


aga 


ate 


tgt 


gac 


etc 


tgacrrctgt gaasccaccc tgggctacar 


413 


Gly 


His 


Arg 


He 


Cys 


Asp 


Leu 





















70 

aaaccacagt cttcccagca attattacaa ttcttgaatt ccttggggat tttttactgc 473 

cctttcaaag cacttaaktg tkrratctaa cgtkttccag tgtctgtctg aggtgactta 533 

aaaaatcaga acaaaacttc tattatccag agtcatggga gagtacaccc tttccaggaa 593 

taatgttttg ggaaacactg aaatgaaatc ttcccagtat tataaattgt gtatttaaaa 653 

aaaagaaact tttctgaatg cctacctggc ggtgtatacc aggcagtgtg ccagtttaaa 713 

aagatgaaaa agaataaaaa cttttgagga aaaaaaaaaa a 754 



<210> 298 
<211> 629 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 66. .497 

<22l> sigjpeptide 

<222> 66. .239 

<223> Von Heijne matrix 

score 5.40000009536743 

seq QLLDSVLWLGALG/LT 

<221> polyA_signal 
<222> 594 . .599 

<221> polyA__site 
<222> 616. .629 

<400> 298 

aactcccaga atgetgacca aagtgggagg agcactaggt cttcccgtca cctccacctc 60 
tctcc atg ace egg etc tgc tta ccc aga ccc gaa gca cgt gag gat ccg 110 
Met Thr Arg Leu Cys Leu Pro Arg Pro Glu Ala Arg Glu Asp Pro 
-55 -50 -45 

ate cca gtt cct cca agg ggc ctg ggt get ggg gag ggg tea ggt agt 158 
He Pro Val Pro Pro Arg Gly Leu Gly Ala Gly Glu Gly Ser Gly Ser 

-40 -35 -30 

cca gtg cgt cca cct gta tec ace tgg ggc cct age tgg gcc cag etc 206 
Pro Val Arg Pro Pro Val Ser Thr Trp Gly Pro Ser Trp Ala Gin Leu 
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-25 






-20 










-15 










ctg 


gac 


agt 


qtc 


eta 


tgg ctg ggg 


gca 


eta 


gga 


ctg 


aca 


ate 


cag 


gca 


254 


Leu Asp 


Ser 


val 


Leu 


Trp Leu Gly 
-5 


Ala 


Leu 


Gly 


Leu 
1 


Thr 


He 


Gin 


Ala 
5 




gtc 


— ±\j 
ttt 


tec 


acc 


act 


ggc cca gee 


ctg 


ctg 


ctg 


ctt 


ctg 


gtc 


age 


ttc 


302 


Val 


Phe 


Ser 


Thr 


Thr 


Gly Pro Ala 


Leu 


Leu 


Leu 


Leu 


Leu 


Val 


Ser 


Phe 












10 






15 










20 






etc 


acc 


ttt 


gac 


ctg 


etc cat agg 


ccc 


gca 


gtc 


aca 


etc 


tgc 


cac 


age 


350 


Leu 


Thr 


Phe 


Asp 


Leu 


Leu His Arg 


Pro 


Ala 


Val 


Thr 


Leu 


Cys 


His 


Ser 










25 






30 










35 








gca 


aac 


ttc 


tea 


cca 


ggg gec aga 


gtc 


agg 


ggg 


ccg gtg 


aag 


gtc 


ctg 


398 


Ala 


Asn 


Phe 


Ser 


Pro 


Gly Ala Arg 


val 


Arg 


Gly 


Pro 


Val 


Lys 


Val 


Leu 








40 






45 










50 










gac 


age 


agg 


agg 


etc 


tac tec tgc 


aaa 


tgg 


gta 


cag 


tct 


cag 


gac 


aac 


446 


Asp 


Ser 


Arg 


Arg 


Leu 


Tyr Ser Cys 


Lys 


Trp 


val 


Gin 


Ser 


Gin 


Asp 


Asn 




55 








60 








65 












tta 


gec 


tec 


-agg 


aag 


cac tgc tgc 


tgc 


tgc 


tea 


tgg 


ggc 


tgg 


gee 


cgc 


494 


Leu 


Ala 


Ser 


Arg 


Lys 


His Cys Cys 


Cys 


Cys 


Ser 


Trp 


Gly 


Trp 


Ala 


Arg 




70 










75 






80 










85 





tec tgaaaacctg tggcatgccc ttgwaccctg cttggcctgg ctttctgcct 
Ser _ 

ccatccttgg gectgakanc ccctccccac aactcagtgt ccttcaaata tacaatgacc 
acccttcttc aaaaaaaaaa aa 



<210> 299 
<211> 765 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 49. .411 



<221> sig_peptide 

<222> 49. .96 

<223> Von Heijne matrix 

score 10.1000003814697 
seq LVLTLCTLPLAVA/SA 

<221> polyA_signal 
<222> 732. .737 

<221> polyA_site 
<222> 750. .763 



<400> 299 

aaagatccct gcagcccggc aggagagaag getgagcett ctggcgtc atg gag agg 57 

Met Glu Arg 
-15 

etc gtc eta acc ctg tgc acc etc ccg ctg get gtg gcg tct get ggc 105 
Leu Val Leu Thr Leu Cys Thr Leu Pro Leu Ala Val Ala Ser Ala Gly 

-10 -5 1 

tgc gec acg acg cca get cgc aac ctg age tgc tac cag tgc ttc aag 153 
Cys Ala Thr Thr Pro Ala Arg Asn Leu Ser Cys Tyr Gin Cys Phe Lys 

5 10 15 

gtc age age tgg acg gag tgc ccg ccc acc tgg tgc age ccg ctg gac 201 
Val Ser Ser Trp Thr Glu Cys Pro Pro Thr Trp Cys Ser Pro Leu Asp 
20 25 30 35 

caa gtc tgc ate tec aac gag gtg gtc gtc tct ttt agt gag tcy ccc 249 
Gin Val Cys He Ser Asn Glu Val Val Val Ser Phe Ser Glu Ser Pro 
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40 
















ut,y yyv- 


ciy ci 


ggg 


/•^ o e 


y^y 


cca 


Dgu 


gec 


ggg gaa xgg 


ccg gtg ccc ccg 


297 


r A KJ uly 


Arg 




Ada 


vax 


Pro 


Y -a -a 

Aaa 


TV T a 

iila 


Liiy (jiu xaa 


Pro Val Pro Pro 


















60 




65 




cct etc 


wkc 


gac 


t ta 


bet 


atg 


act 


cct 


egg ckc ycc 


agg gec tgg ggc 


345 


Pro Leu 


Xaa 


Asp 


Leu 


Xaa 


Met 


Thr 


Pro 


Arg Xaa Xaa 


Arg Ala Trp Gly 






70 










75 






80 




cck gtg 


ggt 


ccd 


aaa 


gtg 


cct 


cct 


get 


gtc tct ccc 


gcg ctg ggc teg 


393 


Pro Val 


Gly 


Pro 


Lys 


Val 


Pro 


Pro 


Ala 


Val Ser Pro 


Ala Leu Gly Ser 




85 










90 






95 




ggc gag 


cat 


CCS 


rva 


btg 


tgaatkkkga cttttttctc ckccatttga 


441 


Gly Glu 


His 


Pro 


Xaa 


Xaa 














100 








105 















agtgtcacta ggaactgtca gcaggacaaa ggctctgatg tcactgaatt tacaaaraca 501 

gcaggaacrs ackggtgggg atgggcagct gttcrargcr atgggtkatc tgcccttcct 561 

ggcacagcac artacacctg ccatacaacc carcatcagg cakgctgcac tggaatcgat 621 

acagtgtatg acaatgtcat atagtataac acaacataat gaatataacg tgtatattgc 681 

aacttaatat aatacgatgt aatataatgc tacataatac aacataatat aataaaatag 741 

aatgeaacac aaaaaaaaaa aacc 765 



<210> 300 
<211> 623 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 49. .534 

<221> sig_peptide 

<222> 49. .96 

<223> Von Heijne matrix 

score 10.1000003814697 

seq LVLTLCTLPLAVA/SA 

<221> polyA_signal 
<222> 593. .598 

<221> polyA_site 
<222> 612. .623 

<400> 300 

aaagatccct gcagcccggc aggagagaag getgagcett ctggcgtc atg gag agg 57 

Met Glu Arg 
-15 



etc gtc 


eta 


acc 


ctg 


tgc 


acc 


etc 


ccg 


ctg 


get 


gtg 


gcg 


tct 


get 


ggc 


105 


Leu Val 


Leu 


Thr 
-10 


Leu 


Cys 


Thr 


Leu 


Pro 
-5 


Leu 


Ala 


Val 


Ala 


Ser 
1 


Ala 


Gly 




tgc gec 


acg 


acg 


cca 


get 


cgc 


aac 


ctg 


age 


tgc 


tac 


cag 


tgc 


ttc 


aag 


153 


Cys Ala 


Thr 


Thr 


Pro 


Ala 


Arg 


Asn 


Leu 


Ser 


Cys 


Tyr 


Gin 


Cys 


Phe 


Lys 




5 










10 










15 












gtc age 


age 


tgg 


acg 


gag 


tgc 


ccg 


ccc 


acc 


tgg 


tgc 


age 


ccg 


ctg 


gac 


201 


Val Ser 


Ser 


Trp 


Thr 


Glu 


Cys 


Pro 


Pro 


Thr 


Trp 


Cys 


Ser 


Pro 


Leu 


Asp 




20 








25 










30 










35 




caa gtc 


tgc 


ate 


tec 


aac 


gag 


gtg 


gtc 


gtc 


tct 


ttt 


aaa 


tgg 


agt 


gta 


249 


Gin Val 


Cys 


lie 


Ser 
40 


Asn 


Glu 


Val 


Val 


Val 
45 


Ser 


Phe 


Lys 


Trp 


Ser 
50 


Val 




cgc gtc 


ctg 


etc 


age 


aaa 


cgc 


tgt 


get 


ccc 


aga 


tgt 


ccc 


aac 


gac 


aac 


297 


Arg Val 


Leu 


Leu 
55 


Ser 


Lys 


Arg 


Cys 


Ala 
60 


Pro 


Arg 


Cys 


Pro 


Asn 
65 


Asp 


Asn 
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atg aak ttc gaa tgg teg ccg gec ccc atg gtg caa ggc gtg ate acc 345 
Met Xaa Phe Glu Trp Ser Pro Ala Pro Met Val Gin Gly Val lie Thr 

70 75 80 

agg cgc tgc tgt tec tgg get etc tgc aac agg gca ctg acc cca cag 393 
Arg Arg Cys Cys Ser Trp Ala Leu Cys Asn Arg Ala Leu Thr Pro Gin 

85 90 95 

gag ggg cgc tgg gee ctg era ggg ggg etc ctg etc cag gac cct teg 441 
Glu Gly Arg Trp Ala Leu Xaa Gly Gly Leu Leu Leu Gin Asp Pro Ser 
100 105 110 115 

agg ggc ara aaa acc tgg gtg egg cca cag ctg ggg etc cca etc tgc 4 89 

Arg Gly Xaa Lys Thr Trp Val Arg Pro Gin Leu Gly Leu Pro Leu Cys 

120 125 130 

ctt ccc awt tec aac ccc etc tgc cca rgg gaa acc cag gaa gga 534 
Leu Pro Xaa Ser Asn Pro Leu Cys Pro Xaa Glu Thr Gin Glu Gly 

135 140 145 

taacactgtg ggtgccccca cctgtgcatt gggaccacra cttcaccctc ttggaracaa 594 
taaactctca tgcccccaaa aaaaaaaaa 623 



<210> 301 
<211> 571 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 86. .415 

<221> sigjpeptide 

<222> 86. .145 

<223> Von Heijne matrix 

score 9.80000019073486 

seq FTIGLTLLLGXQA/ MP 

<221> polyA_signal 
<222> 540. .545 

<221> polyA_site 
<222> 560. .571 

<400> 301 

aaaaactcac ccagtgagtg tgagcattta agaagcatcc tetgecaaga ccaaaaggaa 60 
agaagaaaaa bggccaaaag ccaaa atg ara ctg atg gta ctt gtt ttc acc 112 

Met Xaa Leu Met Val Leu Val Phe Thr 
-20 -15 
att ggg eta act ttg ctg eta gga rtt caa gee atg cct gca aat cgc 
He Gly Leu Thr Leu Leu Leu Gly Xaa Gin Ala Met Pro Ala Asn Arg 

-10 -5 15 

etc tct tgc tac aga aag ata eta aaa gat cac aac tgt cac aac ctt 
Leu Ser Cys Tyr Arg Lys He Leu Lys Asp His Asn Cys His Asn Leu 

10 15 20 

ccg gaa gga gta get gac ctg aca cag att gat gtc aat gtc cag gat 256 
Pro Glu Gly Val Ala Asp Leu Thr Gin He Asp Val Asn Val Gin Asp 

25 30 35 

cat ttc tgg gat ggg aag gga tgt gag atg ate tgt tac tgc aac ttc 
His Phe Trp Asp Gly Lys Gly Cys Glu Met He Cys Tyr Cys Asn Phe 

40 45 50 

aag cga att get ctg ctg ccc aaa aga cgt ttt ctt tgg acc aaa gat 
Lys Arg He Ala Leu Leu Pro Lys Arg Arg Phe Leu Trp Thr Lys Asp 

55 60 65 

etc ttt cgt gat tec ttg caa caa tea atg aga ate ttc atg tat tct 



160 



208 



304 



352 



400 
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Leu Phe Arg Asp Ser Leu Gin Gin Ser Met Arg lie Phe Met Tyr Ser 
70 75 80 85 

ggc gaa cac cat tec tgatttccca caaactgcac tacatcagta taactgeatt 455 
Gly Glu His His Ser 
90 

tctagtttct atatagtgea atagagcata gattctataa attcttactt gtctaagaaa 515 
gtaaatctgt gttaaacaag tagtaataaa agttaattca atccaaaaaa aaaaaa 571 



<210> 302 
<211> 612 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 56.-268 

<221> sig_peptide 

<222> 56. .100 

<223> Von Heijne matrix 

score 4.59999990463257 

seq LLTHNLLSSHVRG/VG 

<221> polyA_signal 
<222> 584 . .589 

<221> polyA_site 
<222> 601. .612 

<400> 302 

ctaatcgaaa agggggattt tccggttccg gectggegag agtttgtgcg gegae atg 58 

Met 
-15 

aaa ctg ctt acc cac aat ctg ctg age teg cat gtg egg ggg gtg ggg 106 
Lys Leu Leu Thr His Asn Leu Leu Ser Ser His Val Arg Gly Val Gly 

-10 -5 1 

tec cgt ggc ttc ccc ctg cgc etc cag gec acc gag gtc cgt ate tgc 154 
Ser Arg Gly Phe Pro Leu Arg Leu Gin Ala Thr Glu Val Arg lie Cys 

5 10 15 

cct gtg gaa ttc aac ccc aac ttc gtg gcg cgt atg ata cct aaa gtg 202 
Pro Val Glu Phe Asn Pro Asn Phe Val Ala Arg Met lie Pro Lys Val 

20 25 30 

gag tgg teg gcg ttc ctg gag gcg rmc gat aac ttg cgt ctg ate cag 250 
Glu Trp Ser Ala Phe Leu Glu Ala Xaa Asp Asn Leu Arg Leu lie Gin 
35 40 45 50 

gtg ccg aga agg gee ggt tgagggatat gaggagaatg aggagtttct 298 
Val Pro Arg Arg Ala Gly 

55 

gaggaccatg caccacctgc tgctggaggt ggamstgaka gagggcaccc tgcagtgccc 358 
ggaatctgga cgtatgttcc ccatcagccg cgggatcccc aacatgetge tgagtgaaga 418 
ggaaactgag agttgattgt gccaggcgcc agtttttctt gttatgactg tgtatttttg 478 
ttgatctata ccctgtttcc gaattctgee gtgtgtatcc ccaacccttg acccaatgac 538 
accaaacaca gtgtttttga geteggtatt atatattttt ttctcattaa aggtttaaaa 598 
ccaaaaaaaa aaaa 612 



<210> 303 
<211> 539 
<212> DNA 
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<213> Homo sapiens 

<220> 
<221> CDS 
<222> 32. .328 

<221> sig_jpeptide 

<222> 32. .103 

<223> Von Heijne matrix 

score 4.59999990463257 

seq FFIFCSLNTLLLG/GV 

<221> polyA_signal 
<222> 508. .513 

<221> polyA_site 
<222> 528. .539 

<400> 303 

aacaactatc ctgcctgctg cttgctgcac c atg aag tct gcc aag ctg gga 52 

Met Lys Ser Ala Lys Leu Gly 
-20 



ttt 


ctt 


eta 


aga 


ttc 


ttc 


ate 


ttc 


tgc 


tea 


ttg 


aat 


acc 


ctg 


tta 


ttg 


100 


Phe 


Leu 


Leu 
-15 


Arg 


Phe 


Phe 


He 


Phe 
-10 


Cys 


Ser 


Leu 


Asn 


Thr 
-5 


Leu 


Leu 


Leu 




ggt 


ggt 


gtt 


aat 


aaa 


att 


gcg 


gag 


aag 


ata 


tgt 


gga 


gac 


etc 


aaa 


gat 


14 8 


Gly 


Gly 


Val 


Asn 


Lys 


lie 


Ala 


Glu 


Lys 


He 


Cys Gly 


Asp 


Leu 


Lys 


Asp 






1 








5 










10 










15 




ccc 


tgc 


aaa 


ttg 


gac 


atg 


aat 


ttt 


gga 


age 


tgc 


.tat 


gaa 


gtt 


cac 


ttt 


196 


Pro 


Cys 


Lys 


Leu 


Asp 
20 


Met 


Asn 


Phe 


Gly 


Ser 
25 


Cys 


Tyr 


Glu 


Val 


His 
30 


Phe 




aga 


tat 


ttc 


tac 


aac 


aga 


acc 


tec 


aaa 


aga 


tgt 


gaa 


act 


ttt 


gtc 


ttc 


244 


Arg 


Tyr 


Phe 


Tyr 
35 


Asn 


Arg 


Thr 


Ser 


Lys 
40 


Arg 


Cys 


Glu 


Thr 


Phe 
45 


Val 


Phe 




tec 


age 


tgt 


aat 


ggc 


aac 


ctt 


aac 


aac 


ttc 


aag 


ctt 


aaa 


ata 


gaa 


cgt 


292 


Ser 


Ser 


Cys 


Asn 


Gly 


Asn 


Leu 


Asn 


Asn 


Phe 


Lys 


Leu 


Lys 


He 


Glu Arg 








50 










55 










60 










gaa 


gta 


kec 


tgt 


gtt 


gca 


aaa 


tac 


aaa 


cca 


ccg 


agg 


tgagaggatg 




338 


Glu 


Val 


Xaa 


Cys 


Val 


Ala 


Lys 


Tyr 


Lys 


Pro 


Pro Arg 













65 70 75 

tgaactcatg aagttgtctg ctgcaccatc cgaaataaag acacaagaaa attcaractg 398 

atttwgaaat ctttgttwta tttccmymak ggcgwktaag cttccatatg tttgctattt 458 

tcctgaccct agttttgtct ttcctggaaa ttaactgtat gakcattasa atgaaagagt 518 

ctttctgtca aaaaaaaaaa a 539 



<210> 304 

<211> 964 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 21. .527 

<22l> sigjpeptide 
<222> 21. .95 
<223> Von Heijne matrix 
score 8 . 5 

seq LKVLLLPLAPAAA/ QD 
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<221> polyA_signal 
<222> 921. .926 

<221> polyA_site 
<222> 953. .963 

<400> 304 

agggcggatc ttctccggcc atg agg aag cca gcc get ggc ttc ctt ccc tea 53 

Met Arg Lys Pro Ala Ala Gly Phe Leu Pro Ser 
-25 -20 -15 

etc ctg aag gtg ctg etc ctg cct ctg gca cct gcc gca gcc cag gat 101 
Leu Leu Lys Val Leu Leu Leu Pro Leu Ala Pro Ala Ala Ala Gin Asp 

-10 -5 1 

teg act cag gcc tec act cca ggc age cct etc tct cct ace gaa tac 149 
Ser Thr Gin Ala Ser Thr Pro Gly Ser Pro Leu Ser Pro Thr Glu Tyr 

5 10 15 

caa cgc ttc .ttc gca ctg ctg act cca acc tgg aag gca gar act acc 197 
Gin Arg Phe Phe Ala Leu Leu Thr Pro Thr Trp Lys Ala Glu Thr Thr 

20 25 30 

tgc cgt etc cgt gca acc cac ggc tgc egg aat ccc aca etc gtc cag 245 
Cys Arg Leu Arg Ala Thr His Gly Cys Arg Asn Pro Thr Leu Val Gin 
35 ~ 40 45 50 

ctg gac caa tat gaa aac cac ggc tta gtg ccc gat ggt get gtc tgc 293 
Leu Asp Gin Tyr Glu Asn His Gly Leu Val Pro Asp Gly Ala Val Cys 

55 60 65 

tec aac etc cct tat gcc tec tgg ttt gag tct ttc tgc cag ttc act 341 
Ser Asn Leu Pro Tyr Ala Ser Trp Phe Glu Ser Phe Cys Gin Phe Thr 

70 75 80 

cac tac cgt tgc tec aac cac gtc tac tat gcc aag aga gtc ctg tgt 3 89 

His Tyr Arg Cys Ser Asn His Val Tyr Tyr Ala Lys Arg Val Leu Cys 

85 90 95 

tec cag cca gtc tct att etc tew cct aac act etc aag gag ata gaa 437 
Ser Gin Pro Val Ser lie Leu Ser Pro Asn Thr Leu Lys Glu lie Glu 

100 105 110 

set tea get gaa gtc tea ccc acc aca gat gac etc ccc cat etc acc 485 
Xaa Ser Ala Glu Val Ser Pro Thr Thr Asp Asp Leu Pro His Leu Thr 
115 120 125 130 

cca ctt cac agt gac aga acg cca gac ctt cca gcc ctg gcc 527 
Pro Leu His Ser Asp Arg Thr Pro Asp Leu Pro Ala Leu Ala 

135 140 
tgagaggctc agcaacaacg tggaagagct cctacaatcc tccttgtccc tgggaggeca 587 
ggagcaagcg ccagagcaca agcaggagca aggagtggag cacaggcagg agccgacaca 647 
agaacacaag caggaagagg ggcagaaaca ggaagagcaa gaagaggaac aggaagagga 707 
gggaaagcag gaagaaggac aggggactaa ggagggaegg gaggctgtgt ctcagctgca 767 
gacagactca gageccaagt ttcactctga atctctatct tctaaccctt cctcttttgc 827 
tccccgggta cganaagtag agtctactcc tatgataatg gagaacatcc aggagctcat 887 
tcgatcagcc caggaaatag atgaaatgaa tgaaatatat gatgagaact cctactggag 947 
aaaccaaaaa aaaaaak 964 



<210> 305 

<211> 684 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 147. .647 

<221> sig^peptide 
<222> 147. .374 
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<223> Von Heijne matrix 
score 3.5 

seq LASASELPLGSRP/AP 

<221> polyA_site 
<222> 668. .681 

<400> 305 

aacttcctgt gagcccggcg gtgacaacgg caacatggcc cgtgaacgga gctgaagtcg 60 
acgacttctc ctrgrarmcc ccgactgagg cggagacgaa ggtgctgcag gcgcgacggg 120 
agcggcaaga tcgcatctcc cggctc atg ggc gac tat ctg ctg cgc ggt tac 173 

Met Gly Asp Tyr Leu Leu Arg Gly Tyr 
-75 -70 



cgc 


atg 


ctg 


ggc 


gag 


acg 


tgt 


gcg 


gac 


tgc 


ggg 


acg 


ate 


etc 


etc 


caa 


221 


Arg Met 


Leu Gly 


Glu 


Thr 


Cys 


Ala Asp 


Cys 


Gly 


Thr 


He 


Leu 


Leu 


Gin 








-65 










-60 










-55 










gac 


aaa 


cag N cgg 


aaa 


ate 


tac 


tgc 


gtg 


get 


tgt 


cag 


gaa 


etc 


gac 


tea 


269 


Asp 


Lys 


Gin Arg 


Lys 


lie 


Tyr 


Cys 


Val 


Ala 


Cys 


Gin 


Glu 


Leu Asp 


Ser 






-50 










-45 










-40 












gac 


gtg 


gat 


aaa 


gat 


aat 


ccc 


get 


ctg 


aat 


gec 


cag 


get 


gec 


etc 


tec 


317 


Asp val 


Asp 


Lys 


Asp 


Asn 


Pro 


Ala 


Leu 


Asn 


Ala 


Gin 


Ala 


Ala 


Leu 


Ser 




-35 










-30 










-25 










-20 




caa 


get 


egg 


gag 


cac 


cag 


ctg 


gec 


tea 


gee 


tea 


gag 


etc 


ccc 


ctg 


ggc 


365 


Gin 


Ala 


Arg Glu 


His 


Gin 


Leu 


Ala 


Ser 


Ala 


Ser 


Glu 


Leu 


Pro Leu Gly 












-15 










-10 










-5 






tct 


cga 


cct 


gcg 


ccc 


caa 


ccc 


cca 


gta 


cct 


cgt 


ccg 


gag 


cac 


tgt 


gag 


413 


Ser 


Arg 


Pro 


Ala 
1 


Pro 


Gin 


Pro 


Pro 
5 


Val 


Pro 


Arg 


Pro 


Glu 
10 


His 


Cys 


Glu 




gga 


get 


gca 


gca 


gga 


etc 


aag 


gca 


gec 


cag 


ggg 


.cca 


cct 


get 


cct 


get 


461 


Gly Ala 


Ala 


Ala 


Gly 


Leu 


Lys 


Ala 


Ala 


Gin 


Gly 


Pro 


Pro 


Ala 


Pro 


Ala 






15 










20 










25 












gtg 


cct 


cca 


a at 


aca 


rat 


gtc 


atg 


gec 


tgc 


aca 


cag 


aca 


gec 


etc 


ttg 


509 


Val 


Pro 


Pro 


Asn 


Thr 


Xaa 


Val 


Met 


Ala 


Cys 


Thr 


Gin 


Thr 


Ala 


Leu 


Leu 




30 










35 










40 










45 




caa 


aag 


ctg 


acc 


tgg 


gec 


tct 


get 


gaa 


ctg 


ggc 


tct 


anc 


acc 


tec 


cyg 


557 


Gin 


Lys 


Leu 


Thr 


Trp 
50 


Ala 


Ser 


Ala 


Glu 


Leu 
55 


Gly 


Ser 


Xaa 


Thr 


Ser 
60 


Xaa 




gga 


aaa 


mta 


gca 


tec 


age 


tgt 


gtg 


gec 


tta 


tec 


gcg 


cat 


gtg 


egg 


agg 


605 


Gly Lys 


Xaa 


Ala 


Ser 


Ser 


Cys 


Val 


Ala 


Leu 


Ser 


Ala 


His 


val 


Arg Arg 










65 










70 










75 








ccc 


tgc 


gca 


gec 


tgc 


age 


age 


tac 


age 


act 


aag 


aga 


age 


ccc 






647 


Pro 


Cys 


Ala 
80 


Ala 


Cys 


Ser 


Ser 


Tyr 
85 


Ser 


Thr 


Lys 


Arg 


Ser 
90 


Pro 









tgagaaaaac ctctagaaaa acaaaaaaaa aaaaccc 684 



<210> 306 
<211> 693 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 262. .471 

<221> sig_peptide 
<222> 262. .306 
<223> Von Heijne matrix 
score 3.5 

seq LCFLLPHHRLQEA/RQ 
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<221> polyA_signal 
<222> 663 . .668 

<221> polyA_site 
<222> 682. .693 

<400> 306 

atttcgcggc gctcgcbgma cyhsgwtgtt cagcaccttc ggtccggttg aggttgtcaa 60 
gtcggmccaa acaggttgtt tctctgcagt ttccaacatg gcagggmsgt ttaatagaca 120 
tggataagaa gtccactcac agaaatcctg aagatgccag ggctggcaaa tatgaaggta 180 
aacacaaacg aaagaaaaga agaaagcaaa accaaaacca gcaccgatcc cgacatagat 240 

291 



339 



cagtgacgtc tttttcttca g 


atg 


ate 


eta 


tgt 


ttc 


ctt 


ctt 


cct 


cat 


cat 










Met 


lie 


Leu 


Cys 


Phe 


Leu 


Leu 


Pro 


His 


His 










-15 










-10 










cgt ctt 


cag gaa 


gcc 


aga 


cag 


att 


caa 


gta 


ttg 


aag 


atg 


ctt 


cca 


agg 


Arg Leu 


Gin Glu 


Ala 


Arg 


Gin 


He 


Gin 


Val 


Leu 


Lys 


Met 


Leu 


Pro 


Arg 


-5 






1 








5 










10 




gaa aaa 


tta aga 


aga 


aga 


gaa 


gag 


aga 


aaa 


caa 


ata 


aat 


ggg 


aaa 


aaa 


Glu Lys 


Leu Arg 


Arg 


Arg 


Glu 


Glu 


Arg 


Lys 


Gin 


He 


Asn 


Gly 


Lys 


Lys 




15 










20 










25 






raa agg 


aca aaa 


tat 


gaa 


aca 


cca 


aga 


aaa 


rga 


raa 


gga 


aaa 


aaa 


gga 


Xaa Arg 


Thr Lys 


Tyr 


Glu 


Thr 


Pro 


Arg 


Lys 


Xaa 


Xaa 


Gly 


Lys 


Lys 


Gly 




30 








35 










40 








gga aac 


mac cmc 


wtw 


tkt 


cmc 


ctt 


tec 


aar 


agg 


gac 


tgaaactggg 




Gly Asn 


Xaa Xaa 


Xaa 


Xaa 


Xaa 


Leu 


Ser 


Lys 


Arg Asp 










45 








50 










55 











367 



435 



481 



ctgacccttt tgatttccaa vetcasegtt ttggtgtaag geggecaaar aaggatgegg 541 

ascccagcac tgtgaagcct acaaaaacat tgatgcgctg gcttggggat ttgaatttga 601 

acatctttca cactaagttc agactcatga aaccaatctt cagatgetet gtaaaccaca 661 

taataaagag tttggaaatt aaaaaaaaar aa 693 



<210> 307 

<211> 1656 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 74. .1216 

<221> sig_ peptide 

<222> 74. .172 

<223> Von Heijne matrix 

score 5.80000019073466 

seq XLCLGMALCPRQA/TR 

<221> polyA_signal 
<222> 1627 . .1632 

<221> polyA_site 
<222> 1640.. 1652 

<400> 307 

atctcttggc gtctcaacgt teggatcage agcttttttc cattctctct ctccacttct 60 
tcagtgagca gcc atg agt tgg act gtg cct gtt gtg egg gcc age cag 109 
Met Ser Trp Thr Val Pro Val Val Arg Ala Ser Gin 
-30 -25 
aga gtg age teg gtg gga gcg aat ktc eta tgc ctg ggg atg gcc ctg 157 
Arg Val Ser Ser Val Gly Ala Asn Xaa Leu Cys Leu Gly Met Ala Leu 
-20 -15 -10 
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t- Ot 


ccg 


cgt 


caa 


gca 


acg 


Cys 


Pro 


**xg 


Gin 


Ala 


Thr 


-5 










1 


acc 


ccc 




age 


a art 
dcty 


a uy 


Thr 


Pro 


Val 


Ser 


Lys 


Met 








15 






ttc 


act 


tec 


gar 


aaa 


ccc 


Phe 


Thr 


Ser 


Glu 


Lys 


Pro 






30 








act 


gga 


tea 


ata 


aap 


atg 


Thr Gly 


Ser 


Val 


Glv 


Met 




45 










ttg 


agt 


gat 


gaa 


ctt 


y 


Leu 


Ser 


Asp 


Glu 


XJdX 


AT a 


60 










O j 


ggt 


gag 


acr 




gat 




Gly Glu 


Thr 


Met 


71 C Y\ 


XvC U 










a n 
0 u 




aat 


att 


gtc 


cgc 


age 


aaa 


Asn 


He 


Val 


tyo 


c v" 


uy s 














gtg 


att 


a t r 


aca 


gca 


ggt 


Val 


He 


Tip 
lie 


X I1X 


2X1 a 


vj xy 






110 








aat 


tta 






cga 


aa t- 


Asn 


Leu 


Xaa 


G] n 




Sen 




125 










att 


gtc 


cag 


tac 


age 


ccc 


He 


Val 


Gin 




OCX 


S. X. u 


14 0 










X T _J 


gtg 


gat 


ate 


tta 


d u 


rat 

Let L. 


Val 


Asp 


He 


Leu 


Thr 












160 




aac 


cgt 


att 


att 




cty L> 


Asn Arg 


lie 


He 


Glv 


Ser 








X / .j 






ttc 


ttg 


att 


aaa 


caa 


a a rr 
acLy 


Phe 


Leu 


He 


Gly 


Gin 


Lys 






190 








tgg 


ate 


etc 


aaa 


aaa 


cat 

^ CI u 


Trp 


lie 


Leu 


Glv 


Glu 


His 




205 










gtg 


aac 


ata 


act 


aat 

yy u 


at p 
y 


Val 


Asn 


lie 


Ala 


Glv 


Val 


220 










X vC. -J 


act 


gat 


aaa 


gat 


cct 


yciy 


Thr 


Asp 


Lvs 


Asp 


Pro 


Glu 










240 




gca 


act 


acc 


tat 


aaa 


att 


Ala 


Thr 


Ala 


Tvr 


Glu 


He 








-} ^ 






att 


ggc 


eta 


tct 


ata 
y »-y 




He 


Gly 


Leu 


Ser 


V Ql 


Al a 






270 








agg 


aga 


ata 


cat 


cca 


gtt 


Arg Arg 


He 


His 


Pro 


Val 




285 










rat 


gaa 


gaa 


gta 


ttc 
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Xaa 


Glu 


Glu 


Val 


Phe 


Leu 


aoo 
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att 


acc 


aac 


ctt 


ata 


aag 


He 


Thr 


Asn 


Leu 


lie 


Lys 



cgc 


a r r> 


ccg 


etc 


aac 


ggc 


j-ixy 
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XT X U 


Leu 
5 


Asn 


oxy 


y^y 
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VjJL U 
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att 


cat 
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agt 
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gtc 


Val 
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His 


Ser Lys 


Va 1 
val 
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gee 
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yet 


ate 
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He 
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lie 


50 










00 


ctt 


ata 


gat 


ctt 


gat 
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Leu 


Val 
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Leu Asp 


VJX u 
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age 
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Pro 
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tgg 


aag ttg 
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Val 
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Leu 


Car 
OCX 
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yy 1 - 


tat 


aat 


ctg 
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Glv 




Asn 


Leu 


He 
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yy L 
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Leu 


Gl v 


He 


His 


Ser 


Ul u. 
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aa r* 

y 


tea 
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Glv 


Asp 


Ser 


Ser 


Val 


tr L vj 


210 










215 


cct 


tta 

uuy 


aag 


gat 


ctg 


CLdL. 


Pro 


Leu 


Lys 


Asp Leu 


Sen 










230 




caa 


t~aa 


aaa 
d ct ci 
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cac 


Gin 


Trn 


Lys 


Asn 


val 
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att 


aaa 


atg 


aaa 
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t* a r 


He 


Lys 


Met 


Lys Gly 


Tvr 






260 








gat 


tta 


aca 


gaa 


agt 


ar r 


Asp 


Leu 


Thr 
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He 




& / -j 










tec 


acc 


ata 


act 


aag 
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Ser 


Thr 


He 


Thr 


Lys 


Gly 


290 










295 


agt 


att 


cct 


tgt 


ate 


ctg 


Ser 


He 


Pro 


Cys 


lie 


Leu 










310 




ata 


aag 


ctg 


acc 


cct 


gaa 


He 


Lys 


Leu 


Thr 


Pro 


Glu 



acc tgg etc ttc 205 
Thr Trp Leu Phe 
10 

ctt att gag cgt 253 
Leu He Glu Arg 
25 

tec ate ata gga 301 

Ser lie lie Gly 

40 

tta tta aaa ggc 34 9 

Leu Leu Lys Gly 

rac aaa ctg aag 397 
Xaa Lys Leu Lys 
75 

acg aaa atg cca 445 
Thr Lys Met Pro 
90 

aac tec aac eta 493 
Asn Ser Asn Leu 
105 

gaa acg cgc ctt 541 

Glu Thr Arg Leu 

120 

atg att tec agt 589 
Met He Ser Ser 

gtt tec aat cca 637 
Val Ser Asn Pro 
155 

gca ttt ccc aaa 685 
Ala Phe Pro Lys 
170 

get cgt ttt cgt 733 
Ala Arg Phe Arg 
185 

age tgc cat gga 781 

Ser Cys His Gly 

200 

gtg tgg agt gga 829 
Val Trp Ser Gly 

tct gat ata gga 877 
Ser Asp He Gly 
235 

aaa gaa gtg act 925 
Lys Glu Val Thr 
250 

act tct tgg gec 973 
Thr Ser Trp Ala 
265 

ttg aag aat ctt 1021 

Leu Lys Asn Leu 

280 

etc tat gga ata 1069 
Leu Tyr Gly He 

gga gag aac ggt 1117 
Gly Glu Asn Gly 
315 

gaa gag gec cat 1165 
Glu Glu Ala His 
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320 325 330 

ctg aaa aaa agt gca aaa aca etc tgg gaa att cag aat aag ctt aag 1213 
Leu Lys Lys Ser Ala Lys Thr Leu Trp Glu lie Gin Asn Lys Leu Lys 

335 340 345 

ctt taaagttgcc taaaactacc attccgaaat tattgaagag atcatagata 1266 
Leu 

caggattata taacgaaatt ttgaataaac ttgaattcct aaaagatgga aacaggaaag 1326 

taggtagagt gattttccta tttatttagt cctccagctc ttttattgag catccacgtg 1386 

ctggacgata cttatttaca attcckaagt atttttggta cctctgatgt agcagcactt 1446 

gccatgttat atatatgtag ttgrmatttg gttcccaaaa agtaggatgt aggtatttat 1506 

tgtgttctag aaattccgac tcttttcatt agatatatgc tatttctttc attcttgetg 1566 

gtttatacct atgttcattt atatgctgta aaaaagtagt agcttcttct acaatgtaaa 1626 

aataaatgta catacaaaaa aaaaaamcmc 1656 



<210> 308 

<211> 517 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 48. .164 

<221> sig_peptide 
<222> 48..89 
<223> Von Heijne matrix 
score 4 

seq YYMVCLFFRLIFS/EH 

<221> polyA_signal 
<222> 482. .487 



<221> polyA_site 
<222> 505. .517 



<400> 308 

aggagatagc ctegtagaaa tgacaaccac aatgttaata ctaacat atg tat tac 56 

Met Tyr Tyr 

atg gtt tgt ttg ttc ttt cgc tta ata ttt tea gag cac eta cct att 104 
Met Val Cys Leu Phe Phe Arg Leu lie Phe Ser Glu His Leu Pro lie 

-10 -5 1 5 

ata ggc act gtc act tct cac aaa act ggg aca eta act gtt tat cca 152 
He Gly Thr Val Thr Ser His Lys Thr Gly Thr Leu Thr Val Tyr Pro 

10 15 20 

aca tct get ggc taaataaaga catgatcttc accttttggg attgttaatt 204 
Thr Ser Ala Gly 
25 

taaaatggtt ccataagagc aatgeaaaga cagagatatt tggcagcact gcagctggtg 264 
atttatatgg ctcttcacaa ggtgttattt tggggtatca aggtatggat gcttaaatca 324 
getgeaggaa gtaagaaaga agaaaaaagg agtgataaag ataaaaaaaa atcaaccttg 384 
gtccttccac caaaacccat taatttccat atcatcatct gcataararg gaaaattcct 444 
acwtgaccag gttactgcaa ggatktkaat tttgaatatt aaaatattat mcmcaattgg 504 
aaaaaaaaaa aaa 517 



<210> 309 
<211> 405 
<212> DNA 

<213> Homo sapiens 
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<220> 
<221> CDS 
<222> 185. .334 

<221> sig_j?eptide 

<222> 185. .295 

<223> Von Heijne matrix 

score 5.90000009536743 

seq LSYASSALSPCLT/AP 

<221> polyA^signal 
<222> 355. .360 

<221> polyA_site 
<222> 392. .405 

<400> 309 

atcaccttct tctccatcct tstctgggcc agtccccarc ccagtccctc tcctgacctg 60 
cccagcccaa gtcagccttc agcacgcgct tttctgcaca cagatattcc aggcctacct 120 
ggcattccag gacctccgma atgatgctcc agtcccttac aagcgcttcc tggatgaggg 180 
tggc atg gtg ctg acc acc etc ccc ttg ccc tct gec aac age cct gtg 229 
Met Val Leu Thr Thr Leu Pro Leu Pro Ser Ala Asn Ser Pro Val 
-35 -30 -25 

aac atg ccc acc act ggc ccc aac age ctg agt tat get age tct gec 277 
Asn Met Pro Thr Thr Gly Pro Asn Ser Leu Ser Tyr Ala Ser Ser Ala 

-20 -15 -10 

ctg tec ccc tgt ctg acc get cca aag tec ccc cga ctt get atg atg 325 
Leu Ser Pro Cys Leu Thr Ala Pro Lys Ser Pro Arg Leu Ala Met Met 

-5 15 10 

cct gac aac taaatatcct tatccaaatc aataaarwra raatcctccc 374 
Pro Asp Asn 

tccaraaggg tttctaaaaa caaaaaaaaa a 4 05 



<210> 310 

<211> 1087 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 195. .347 

<221> sigjeptide 

<222> 195. .272 

<223> Von Heijne matrix 

score 7.09999990463257 

seq LASLQWSLTLAWC/GS 

<221> polyA_signal 
<222> 1037. .1042 

<221> polyA__site 
<222> 1071. .1082 

<400> 310 

aaagtgtaga acacggacct ctgagttatg ctcttgagag gtgecaaage tgggctgttt 60 

acctacctta tccacagagc tctgaaagtc aagccagaaa ggaaggattc caaattcttg 120 

gaattttatc tagaaaagaa gactaagcag cttttgttct tctgtgaccc agttgctggc 180 

ccaagacatg gaca atg acc ccc tgg tgt ttg gcg tgt ctg ggg agg agg 230 
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Met Thr Pro Trp Cys Leu Ala Cys Leu Gly Arg Arg 
-25 -20 -15 

cct etc get tct ttg cag tgg age ctg aca ctg gcg tgg tgt ggc tec 278 
Pro Leu Ala Ser Leu Gin Trp Ser Leu Thr Leu Ala Trp Cys Gly Ser 

-10 -5 1 

ggc age cac tgg aca gag aga cca akt cag akt tea ccg tgg akt tct 326 
Gly Ser His Trp Thr Glu Arg Pro Xaa Gin Xaa Ser Pro Trp Xaa Ser 

5 10 15 

ctg tea gcg acc acc agg ggg tgatcacacg gaaggtgaac atccaggtcg 377 
Leu Ser Ala Thr Thr Arg Gly 

20 25 
gggatgtgaa tgacaacgcg cccacatttc acaatcagcc ctacagcgtc cgcatccctg 437 
araatacacc agtggggacg cccatcttca tcgtgaatgc cacagacccc gacttggggg 497 
cagggggcag cgtcctctac tccttccagc ccccctccca attcttcgcc attgacagcg 557 
cccgcggtat cktcacagtg ateegggage tggactacga taccacrcmg gcctaccagc 617 
teweggtcwa cgccacagat caagacaara ccaggcctct gtccaccstg gecaacttgg 677 
ccatcatcat cacagatgtc caggacatgg accccatctt catcaacctg ccttacagca 737 
ccaacatcta cgagcattct cctccgggca cgacggtgcg catcatcacc gccatagacc 797 
aggataaagg acgtccccgg ggcattggct acaccatcgt ttcagggcat ctgtgtttac 857 
aagaacccaa gatctctcag gagctcagga aaaggggctt gctgtgaggc tcagggttcc 917 
catggacatt ctgagctgac cctcctcagc attggatctc ctggctcagg aactaggaac 977 
gaagcttgga tgttttctcc tttcctacag catctgtatt catttcctat agttgccata 1037 
ataaaatgee actaacttag tggcttaaaa accaaaaaaa aaaaaccctt 



1087 



<210> 311 
<211> 916 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 90. .815 

<221> sig_peptide 

<222> 90. .179 

<223> Von Heijne matrix 

score 13.1999998092651 

seq LLLLSTLVIPSAA/AP 

<221> polyAjsignal 
<222> 883. .888 

<221> polyA_site 
<222> 905. .916 

<400> 311 

aaaacagtac gtgggcggcc ggaatccggg agtccggtga cccgggctgt ggtctagcat 60 

aaaggeggag ccagaagaag gggcggggt atg gga gaa gee tec cca cct gee 113 

Met Gly Glu Ala Ser Pro Pro Ala 
-30 -25 

ccc gca agg egg cat ctg ctg gtc ctg ctg ctg etc etc tct acc ctg 161 

Pro Ala Arg Arg His Leu Leu Val Leu Leu Leu Leu Leu Ser Thr Leu 

-20 -15 -10 

gtg ate ccc tec get gca get cct ate cat gat get gac gec caa gag 209 

Val He Pro Ser Ala Ala Ala Pro He His Asp Ala Asp Ala Gin Glu 

-5 15 10 

age tec ttg ggt etc aca ggc etc cag age eta etc caa ggc ttc age 257 

Ser Ser Leu Gly Leu Thr Gly Leu Gin Ser Leu Leu Gin Gly Phe Ser 

15 20 25 

cga ctt ttc ctg aaa ggt aac ctg ctt egg ggc ata gac age tta ttc 



305 



WO 99/31236 



-229- 



PCT/IB98/02122 



Arg Leu Phe Leu Lys Gly Asn Leu Leu Arg Gly lie Asp Ser Leu Phe 

30 35 40 

tct gcc ccc atg gac ttc egg ggc etc cct ggg aac tac cac aaa gag 353 
Ser Ala Pro Met Asp Phe Arg Gly Leu Pro Gly Asn Tyr His Lys Glu 

45 50 55 

gag aac cag gag cac cag ctg ggg aac aac acc etc tec age cac etc 401 
Glu Asn Gin Glu His Gin Leu Gly Asn Asn Thr Leu Ser Ser His Leu 

60 65 70 

cag ate gac aag atg acc gac aac aag aca gga gag gtg ctg ate tec 449 
Gin He Asp Lys Met Thr Asp Asn Lys Thr Gly Glu Val Leu He Ser 
75 BO 85 90 

gag aat gtg gtg gca tec att caa cca veg gag ggg anc ttc gag ggt 497 
Glu Asn Val Val Ala Ser He Gin Pro Xaa Glu Gly Xaa Phe Glu Gly 

95 100 105 

gat ttg aag gth ccc agg atg gag gar aag gag gcc ctg gta ccc tntc 545 
Asp Leu Lys Val Pro Arg Met Glu Glu Lys Glu Ala Leu Val Pro Xaa 

,110 115 120 

car aag gcc acg gac age ttc cac aca gaa etc cat ccc egg gtg gcc 593 
Gin Lys Ala Thr Asp Ser Phe His Thr Glu Leu His Pro Arg Val Ala 

125 130 135 

ttc tgg ate att aag ctg cca egg egg agg tec cac cag gat gcc ctg 641 
Phe Trp He He Lys Leu Pro Arg Arg Arg Ser His Gin Asp Ala Leu 

140 145 150 

gag ggc ggc cac tgg etc anc gar aag cga cac cgc ctg cag gcc ate 689 
Glu Gly Gly His Trp Leu Xaa Glu Lys Arg His Arg Leu Gin Ala He 
155 160 165 170 

egg gat gga etc cgc aag ggg acc cac aag gac rtc eta daa rag ggg 737 
Arg Asp Gly Leu Arg Lys Gly Thr His Lys Asp Xaa Leu Xaa Xaa Gly 

175 180 185 

acc gar age tec tec cac tec agg ctg tec ccc cga aar amm cac tta 785 
Thr Glu Ser Ser Ser His Ser Arg Leu Ser Pro Arg Lys Xaa His Leu 

190 195 200 

ctg tac ate etc arg ccc tct egg cag ctg targggtggg gaeeggggar 835 
Leu Tyr He Leu Xaa Pro Ser Arg Gin Leu 

205 210 
macctgcctg tagcccccat caraccctgc cccaagcacc atatggaaat aaagttcttt 895 
cttacatcca aaaaaaaaaa a 916 



<210> 312 
<211> 583 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 52. .513 

<221> sig_pepticle 
<222> 52. .231 
<223> Von Heijne matrix 
score 4 

seq LVRRTLLVAALRA/WM 

<22l> polyA_signal 
<222> 553. .558 

<221> polyA_site 
<222> 572. .583 



<400> 312 



WO 99/31236 



-230- 



PCT/IB98/02122 - 



aaggaaacag caaccagagg gagatgatca cctgaaccac tgctccaaac c atg ggc 

Met Gly 
-60 



agt 


aaa 


tgc 


tgt 


aaa 


ggt 


ggt 


cca 


gat 


gaa 


gat 


gca 


gta 


gaa 


aga 


cag 


IUd 


Ser 


Lys 


Cys 


Cys 
-55 


Lys 


Gly 


Gly 


Pro 


Asp 
-50 


Glu 


Asp 


Ala 


val 


GJ.U 
-45 


Arg 


bin 




agg 


egg 


cag 


aag 


ttg 


ctt 


ctt 


gca 


caa 


ctg 


cat 


cac 


aga 


aaa 


agg 


gtg 


15 5 


Arg 


Arg 


Gin 
-40 


Lys 


Leu 


Leu 


Leu 


Ala 
-35 


Gin 


Leu 


His 


His 


Arg 
-30 


Lys 


Arg 


Val 




aar 


gca 


get 


ggg 


cag 


ate 


cag 


gec 


tgg 


tgg 


cgt 


ggg 


gtc 


ctg 


gtg 


cgc 


201 


Lys 


Ala 


Ala 


Gly 


Gin 


lie 


Gin 


Ala 


Trp 


Trp 


Arg 


Gly 


Val 


Leu 


val 


Arg 




-25 










-20 










-15 












agg 


acc 


ctg 


ctg 


gtt 


get 


gec 


etc 


agg 


gee 


tgg 


atg 


att 


cag 


tgc 


tgg 


249 


Arg 


Thr 


Leu 


Leu 


Val 


Ala 


Ala 


Leu 


Arg 


Ala 


Trp 


Met 


He 


Gin 


Cys 


Trp 




-10 










-5 










1 








5 






tgg 


agg 


acg 


ttg 


gtg 


cag 


aga 


egg 


ate 


cgt 


cag 


egg 


egg 


cag 


gec 


ctg 


297 


Trp 


Arg 


Thr vLeu 


Val 


Gin 


Arg 


Arg 


He 


Arg 


Gin 


Arg 


Arg 


Gin 


Ala 


Leu 








10 










15 










20 








ttr 


ggg 


gtc 


tac 


gtc 


ate 


cag 


gag 


cag 


gcg 


gcg 


gtc 


aag 


etc 


cag 


tec 


345 


Leu 


Gly 


Val 
25 


Tyr 


Val 


He 


Gin 


Glu 
30 


Gin 


Ala 


Ala 


Val 


Lys 
35 


Leu 


Gin 


Ser 




tgc 


ate 


cgc 


atg 


tgg 


cag 


tgc 


egg 


caa 


tgt 


tac 


cgc 


caa 


atg 


tgc 


aat 


393 


Cys 


He 
40 


Arg 


Met 


Trp 


Gin 


Cys 
45 


Arg 


Gin 


Cys 


Tyr 


Arg 
50 


Gin 


Met 


Cys 


Asn 




get 


etc 


tgc 


ttg 


ttc 


cag 


gtc 


cca 


aaa 


age 


age 


ctt 


gec 


ttc 


caa 


act 


441 


Ala 


Leu 


Cys 


Leu 


Phe 


Gin 


Val 


Pro 


Lys 


Ser 


Ser 


Leu 


Ala 


Phe 


Gin 


Thr 




55 










60 










65 










70 




gat 


ggc 


ttt 


tta 


cag 


gtc 


caa 


tat 


gca 


ate 


cct 


tea 


aag 


cag 


cca 


gag 


489 


Asp 


Gly 


Phe 


Leu 


Gin 
75 


Val 


Gin 


Tyr 


Ala 


He 
80 


Pro 


-Ser 


Lys 


Gin 


Pro 
85 


Glu 




ttc 


cac 


att 


gaa 


ate 


eta 


tea 


ate 


tgaaaggect ggggcatgga gaacaggctg 


543 


Phe 


His 


He 


Glu 


He 


Leu 


Ser 


He 





















90 

cactacccta ataaatgtct gaccaggtaa aaaaaaaaaa 



<210> 313 

<211> 697 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 172 . .438 

<221> sig_peptide 

<222> 172 . .354 

<223> Von Heijne matrix 

score 4.69999980926514 

seq LLPCNLHCSWLHS/SP 

<221> polyA_signal 
<222> 682 . .687 

<221> polyA_site 
<222> 685. .697 

<400> 313 

agattggctg ggcagatggg ctgactggct gggcagatgg gtgggtgagt tccctctccc 60 

cagagccatc ggecaggtae caaagctcag ctgtatggat tcccaacagg aggacctgeg 120 

cttccctggg acccattgtt gtactggatt aacaagegae ggegctaegg c atg aat 177 



WO 99/31236 
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Met Asn 
-60 

gca gcc ate aac acg ggc cct gec cct get gtc acc aag act gag act 225 
Ala Ala lie Asn Thr Gly Pro Ala Pro Ala Val Thr Lys Thr Glu Thr 

-55 -50 -45 

gag gtc cag aat cca gat gtt ctg tgg gat ttg gac ate ccc gaa gcc 273 
Glu Val Gin Asn Pro Asp Val Leu Trp Asp Leu Asp lie Pro Glu Ala 

-40 -35 -30 

agg age cat get gac caa gac age aac ccc aag gcg gaa gcc ctg etc 321 
Arg Ser His Ala Asp Gin Asp Ser Asn Pro Lys Ala Glu Ala Leu Leu 

-25 -20 -15 

ccc tgc aac ctg cac tgc age tgg etc cac age age ccc agg cca gat 369 
Pro Cys Asn Leu His Cys Ser Trp Leu His Ser Ser Pro Arg Pro Asp 

-10 -5 15 

ccc cat tec cac ttc cca tct ktc agg agg tgc cct ttg ccc cac cct 417 
Pro His Ser His Phe Pro Ser Xaa Arg Arg Cys Pro Leu Pro His Pro 

10 15 20 

tgt gca acc tac ccc ccs kgc tgaaccactc tgtctcctat cctttggcca 468 
Cys Ala Thr Tyr Pro Pro Xaa 
25 

cctgtcctga aaggaatgtt ctcttccatt ccctcctgaa tctggcccag gaagaccata 52 8 
gcttcaatgy caagectttt ccttcaaaac tgtagcctcc tctcactgaa ggtgggagct 588 
gcaggaatca ggtgcagagt aggaaatgga actaacctca ggaaggtggt attgacagag 648 
gtcaggaccc acctggatgt catgetatga aacattaaaa gaaaaaaaa 697 



<210> 314 
<211> 803 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 148. .366 

<221> sig_peptide 
<222> 148. .225 
<223> Von Heijne matrix 
score 5.5 

seq LFTLLFLIMLVLK/LD 

<221> polyA_signal 
<222> 770. .775 

<22l> polyA_site 
<222> 792. .803 

<400> 314 

aaatgggggg aaaagggegg aaaaggacaa ggatccaaac tggcgaattt gctgatcttc 60 
gcgtccctct ccgctttccg gccggcagcg ctgccagggt atatttcctt ttttccgatc 120 
ctgcaacagc ctctttaaac tgtttaa atg aga atg tec ttg get cag aga gta 174 

Met Arg Met Ser Leu Ala Gin Arg Val 
-25 -20 
eta etc acc tgg ctt ttc aca eta etc ttc ttg ate atg ttg gtg ttg 222 
Leu Leu Thr Trp Leu Phe Thr Leu Leu Phe Leu lie Met Leu Val Leu 

-15 -10 -5 

aaa ctg gat gag aaa gca cct tgg aac tgg ttc etc ata ttc att cca 270 
Lys Leu Asp Glu Lys Ala Pro Trp Asn Trp Phe Leu lie Phe lie Pro 

15 10 15 

gtc tgg ata ttt gat act ate ctt ctt gtc ctg ctg att gtg aaa atg 318 
Val Trp lie Phe Asp Thr He Leu Leu Val Leu Leu He Val Lys Met 



WO 99/31236 
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20 25 30 

get ggg egg tgt aag tct ggc ttt gac etc gac atg gat cac aca ata 366 
Ala Gly Arg Cys Lys Ser Gly Phe Asp Leu Asp Met Asp His Thr lie 

35 40 45 

taaaaaaaaa aacctggtac ctcattgcac tgtkacttaa attasccttc tgcctcgcac 426 

tctgtgctaa actggaacag tttactacca tgaatctatc ctatgtcttc attcctttat 4 86 

gggecttget ggctggggct ttaacagaac teggatataa tgtctttttt gtgaaagact 546 

gacttctaag tacatcatct cctttctatt gctgttcaac aagttaccat taaagtgttc 606 

tgaatctgtc aagcttcaag aataccagag aactgaggga aaataccaaa tgtagtttta 666 

tactacttcc ataaaacagg attggtgaat cacggacttc tagtcaacct acagcttaat 726 

tattcagcat ttgagttatt gaaatcctta ttatctctat gtaaataaag tttgttttgg 786 

acctcaaaaa aaaaaaa 803 



<210> 315 
<211> 823 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 175. .336 

<221> sigjpeptide 

<222> 175. .276 

<223> Von Heijne matrix 

< score 3.70000004768372 
seq SVLNVGHLLFSSA/CS 

<221> polyA_site 
<222> 812. .823 



<400> 315 

aaggcgcgcg cgaccggcgg ctctttggcg eggattaggg ggtctcggcg agggagtcat 60 
caagctttgg tgtatgtgtt ggccggttct gaagtcttga agaagctctg ctgaggaaga 120 
ccaaagcagc actcgttgcc aattagggaa tggaccgttt gggttccttt agca atg 177 

Met 



ate 


cct 


ctg 


ata 


age 


cac 


ctt 


gec 


gag 


get get cct cct ace 


tea 


tgg 


225 


lie 


Pro 


Leu 


He 
-30 


Ser 


His 


Leu 


Ala 


Glu 
-25 


Ala Ala Pro Pro Thr 
-20 


Ser 


Trp 




age 


ctt 


ata 


tea 


agt 


gtg 


ctg 


aat 


gtg 


ggc cac etc ctt ttt 


tec 


tct 


273 


Ser 


Leu 


He 
-15 


Ser 


Ser 


Val 


Leu 


Asn 
-10 


Val 


Gly His Leu Leu Phe 
-5 


Ser 


Ser 




get 


tgc 


agt 


gtt 


tea 


etc 


gag 


get 


ttg 


agt aca aga aac ate 


aaa 


gcg 


321 


Ala 


Cys 
1 


Ser 


Val 


Ser 


Leu 
5 


Glu 


Ala 


Leu 


Ser Thr Arg Asn He 
10 


Lys 


Ala 
15 




ate 


ata 


ctt 


atg 


aaa 


taatggcttc agattttcct gtccttgatc ccagctggac 


376 


He 


He 


Leu 


Met 


Lys 
20 



















tgctcaagaa raaatggccc ttttagaasc tgtgatggac tgtggctttg gaaattggca 4 36 

ggatgtagcc aatcaaatgt gcaccaarac caaggaggag tgtgagaagc actatatgaa 496 

gcatttcatc aataacccyc tgtttgcatc trscctgctg aacctgaaac aascagrgga 556 

agcaaaaact gctgacacag ccattccatt tcactctaca ratgaccctc cccgacckac 616 

ctttgactcc ttgetttetc gggacatggc egggtaewtg ccmgctcgag cagatttcat 676 

tgaggaattt gacaattatg cagaatggga cttgagagac attgattttg ttgaagatga 73 6 

cteggacatt ttacatgetc tgaagatggc tgtggtagat atctatcatt ccaggttaaa 796 

ggagagaeaa agacgaaaaa aaaaaaa 823 



<210> 316 



WO 99/31236 



-233- 



PCT/IB98/02122 



<211> 823 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 191. .553 



<221> sig_peptide 

<222> 191. .304 

<223> Von Heijne matrix 

score 5.69999980926514 
seq LAFLSCLAFLVLD/TQ 



<221> polyA_signal 
<222> 766. .771 

<221> polyA_site 
<222> 804. .817 



<400> 316 

aactctgcag ggcctccaag gccaggcttc agggctggga ctcagtcctg aggcactggg 60 
gagccatgag gggctgtggc agggaggggc agggtgtgga aagactcccc tggggccatg 120 
gtggagatgt gctgaggtct tctccctgat cgtcttctcc tccctgctga ccgacggcta 180 
ccagaackag atg gag tct ccg cag etc cac tgc att etc aac age aac 229 
Met Glu Ser Pro Gin Leu His Cys lie Leu Asn Ser Asn 
-35 -30 

277 



325 



age 


gtg 


gcc 


tgc 


age 


ttt 


gcc 


gtg 


gga 


gcc 


ggc 


ttc 


ctg 


gcc 


ttc 


etc 


Ser 


Val 


Ala 


Cys 


Ser 


Phe 


Ala 


Val 


Gly 


Ala 


Gly 


Phe 


Leu 


Ala 


Phe 


Leu 


-25 










-20 










-15 










-10 


age 


tgc 


ctg 


gcc 


ttc 


etc 


gtc 


ctg 


gac 


aca 


cag 


gag 


ace 


cgc 


att 


gcc 


Ser 


Cys 


Leu 


Ala 


Phe 


Leu 


Val 


Leu 


Asp 


Thr 
1 


Gin 


Glu 


Thr 


Arg 
5 


He 


Ala 


ggc 


ace 


cgc 


ttc 


-5 
aag 


aca 


gcc 


ttc 


cag 


etc 


ctg 


gac 


ttc 


ate 


ctg get 


Gly 


Thr 


Arg 


Phe 


Lys 


Thr 


Ala 


Phe 


Gin 


Leu 


Leu 


Asp 


Phe 


He 


Leu 


Ala 






10 










15 










20 








gtt 


etc 


tgg 


gca 


gtt 


gtc 


tgg 


ttc 


atg 


ggt 


ttc 


tgc 


ttc 


ctg 


gcc 


aac 


Val 


Leu 


Trp Ala 


Val 


Val 


Trp 


Phe 


Met 


Gly 


Phe 


Cys 


Phe 


Leu 


Ala 


Asn 




25 










30 










35 










caa 


tgg 


cag 


cat 


teg 


ccg 


ccc 


aaa 


gar 


kkc 


etc 


ctg 


ggg 


age 


age 


agt 


Gin 


Trp 


Gin 


His 


Ser 


Pro 


Pro 


Lys 


Glu 


Xaa 


Leu 


Leu 


Gly 


Ser 


Ser 


Ser 


40 










45 










50 










55 


gcc 


cag 


gca 


gcc 


ate 


ggc 


stt 


cac 


ctt 


ctt 


etc 


cat 


cct 


tgt 


ctg 


gat 


Ala 


Gin 


Ala 


Ala 


He 


Gly 


Xaa 


His 


Leu 


Leu 


Leu 


His 


Pro 


Cys 


Leu Asp 










60 










65 










70 




att 


cca 


rgc 


eta 


cct 


ggc 


akk 


cca 


gga 


cct 


ccg 


aaa 


tgatgetcca 




He 


Pro 


Xaa 


Leu 


Pro 


Gly 


Xaa 


Pro 


Gly 


Pro 


Pro 


Lys 











373 



421 



469 



517 



563 



75 80 

gtcccttacm arcgcttcct ggatgaaggt ggcatggtgs kkaacaccct ccccttgccc 623 

tctgccaaca gcctgtgaac atgcccacca ctggccccaa cagectgagt tatgetaget 683 

ctgccctgtc cccctgtctg accgctcmaa agtccccccg gettgetatg atgectgaca 743 

actaaatatc cttatccaaa tcaataaaga gagaatcctc cctccagaag ggtttctaaa 803 

aacaaaaaaa aaaahncctt 823 



<210> 317 

<211> 1112 

<212> DNA 

<213> Homo sapiens 



<22&> 



WO 99/31236 



-234* 



PCT/IB98/02122 



<221> CDS 
<222> 106. .603 

<221> sig_peptide 

<222> 106. .216 

<223> Von Heijne matrix 

score 4.30000019073486 
seq LWEKLTLLSPGIA/VT 



<221> polyA__site 
<222> 1102. .1112 



<400> 317 

agcgattgcg aatcctccgc tgaggtgatt tggatatccc tagaacgttg agggcacgag 60 
tcgggtcctg agaccaggtc ctcagccagc agagccacgt tcctt atg age acc gtg 117 

Met Ser Thr Val 

-35 

ggt tta ttt cat ttt cct aca cca ctg acc cga ata tgc ccg gcg cca 165 
Gly Leu Phe His Phe Pro Thr Pro Leu Thr Arg lie Cys Pro Ala Pro 

-30 -25 -20 

tgg gga etc egg ctt tgg gag aag ctg acg ttg tta tec cca gga ata 213 
Trp Gly Leu Arg Leu Trp Glu Lys Leu Thr Leu Leu Ser Pro Gly He 

-15 -10 -5 

get gtc act ccg gtc cag atg gca ggc aag aag gac tac cct gca ctg 261 
Ala Val Thr Pro Val Gin Met Ala Gly Lys Lys Asp Tyr Pro Ala Leu 

15 10 15 

ctt tec ttg gat gag aat gaa etc gaa gag cag ttt gtg aaa gga cac 309 
Leu Ser Leu Asp Glu Asn Glu Leu Glu Glu Gin Phe Val Lys Gly His 

20 25 30 

ggt cca ggg ggc cag gca acc aac aaa acc age aac tgc gtg gtg ctg 357 
Gly Pro Gly Gly Gin Ala Thr Asn Lys Thr Ser Asn Cys Val Val Leu 

35 40 45 

aar mac ate ccc tea ggc ate gtt gta aag tgc cat cag aca aga tea 
Lys Xaa He Pro Ser Gly He Val Val Lys Cys His Gin Thr Arg Ser 

50 55 60 

gtt gat cag aac aga aag eta get egg aaa ate eta caa gag aaa gta 
Val Asp Gin Asn Arg Lys Leu Ala Arg Lys He Leu Gin Glu Lys Val 

65 70 75 

rat gtt ttc tac aat ggt gaa aac agt cct gtt cac aaa gaa aaa cga 501 
Xaa Val Phe Tyr Asn Gly Glu Asn Ser Pro Val His Lys Glu Lys Arg 
80 85 90 95 

gaa gcg gcg aag aaa aaa car gaa agg aaa aaa aga gca aag gaa acc 
Glu Ala Ala Lys Lys Lys Gin Glu Arg Lys Lys Arg Ala Lys Glu Thr 

100 105 HO 

ctg gaa aaa aag aas ctm ctt aaa raa ctg tgg gag tea agt aaa aag 
Leu Glu Lys Lys Xaa Leu Leu Lys Xaa Leu Trp Glu Ser Ser Lys Lys 

115 120 125 

gtc cac tgagaaaaga attagagatt ccaactgaca gaatctgeca gaagctccca 653 
Val His 

gggaataatg gtggcgagtt ccatcaccag cattattata gtgcttcaaa agaaatattt 713 
ttgatgaact taaaagacaa caaatttatt taaatggtgc actaaactgt agtgaacaga 773 
gaeatgeacg attcaagaat aaaactegge egggcaeggt ggacggtgcc tcacatctgt 833 
aatcccagca ctttgggagg ccgaggcggg eggatcaett gaggtcagga gtttgagacc 893 
agcctggcca acatggtgaa accccgtctc tactaaaaat acaaaaaatt agecaggcat 953 
ggtggcgggc acctgtaatc ccagctactc gggaggcega ggcaggagaa ttgcgtgaac 1013 
ctgggaggcg gaggttgcag tgagctgaga tcgcgccact gcactcaagc ctgggcaaca 1073 
cctgggtgac agagcaagac cccatcycaa aaaaaaaaa 1112 



405 



453 



549 



597 



<210> 318 
<211> 1623 



WO 99/31236 



-235- 



PCT/IB98/02122 



<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 47. ,586 



<22l> sig_peptide 

<222> 47. .124 

<223> Von Heijne matrix 

score 6.30000019073486 
seq GVGLVTLLGLAVG/SY 



<221> polyA_signal 
<222> 1583 . .1588 



<221> polyA_site 
<222> 1614. .1623 



199 



247 



295 



<400> 318 

agggatctgt cggcttgtca ggtggtggag gaaaaggcgc tccgtc atg ggg ate 55 

Met Gly lie 
-25 

cag acg age ccc gtc ctg ctg gec tec ctg ggg gtg ggg ctg gtc act 103 
Gin Thr Ser Pro Val Leu Leu Ala Ser Leu Gly Val Gly Leu Val Thr 

-20 -15 -10 

ctg etc ggc ctg get gtg ggc tec tac ttg gtt egg agg tec cgc egg 151 
Leu Leu Gly Leu Ala Val Gly Ser Tyr Leu Val Arg Arg Ser Arg Arg 

-5 15 
cct cag gtc act etc ctg gac ccc aat gaa aag tac ctg eta cga ctg 
Pro Gin Val Thr Leu Leu Asp Pro Asn Glu Lys Tyr Leu Leu Arg Leu 
10 15 20 25 

eta gac aag acg act gtg age cac aac ace aag agg ttc cgc ttt gec 
Leu Asp Lys Thr Thr Val Ser His Asn Thr Lys Arg Phe Arg Phe Ala 

30 35 40 

ctg ccc ace gee cac cac act ctg ggg ctg cct gtg ggc aaa cat ate 
Leu Pro Thr Ala His His Thr Leu Gly Leu Pro Val Gly Lys His lie 

45 50 55 

tac etc tec acm mga att gat ggc age ctg gtc ate agg cca tac act 343 
Tyr Leu Ser Thr Arg lie Asp Gly Ser Leu Val lie Arg Pro Tyr Thr 

60 65 70 

cct gtc ace agt gat gag gat caa ggc tat gtg gat ctt gtc mtc aag 
Pro Val Thr Ser Asp Glu Asp Gin Gly Tyr Val Asp Leu Val Xaa Lys 

75 80 85 

gtc tac ctg aag ggt gtg cac ccc aaa ttt cct gag gga ggg aar atg 439 
Val Tyr Leu Lys Gly Val His Pro Lys Phe Pro Glu Gly Gly Lys Met 
90 95 100 105 

tct cak tac ctg gat asc ctg aaa gtt ggg gat btg gtg gaa ttt csg 
Ser Xaa Tyr Leu Asp Xaa Leu Lys Val Gly Asp Xaa Val Glu Phe Xaa 

110 115 120 

ggg cca age ggg ttg etc act tac act gga aaa ggg cat ttt aac att 
Gly Pro Ser Gly Leu Leu Thr Tyr Thr Gly Lys Gly His Phe Asn He 

125 130 135 

cag ccc aac aag aat etc cac cag aac ccc gag tgg cga aga aac tgg 
Gin Pro Asn Lys Asn Leu His Gin Asn Pro Glu Trp Arg Arg Asn Trp 

140 145 150 

gaa tgattgeegg egggacagga atcaccccaa tgetacaget gatccgggcc 636 
Glu 

atcctgaaag tccctgaaga tccaacccag tgctttctgc tttttgccaa ccagacagaa 696 
aaggatatca tettgeggga ggacttagag gaactgeagg cccgctatcc caategcttt 756 
aagctctggt tcactctgga tcatccccca aaagrttggg cctacagcaa gggctttgtg 816 
actgccgacw tgatccggga acacctgccc gctccagggg atgatgtgct ggtactgett 876 



391 



487 



535 



583 
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tgtgggccmc ccccaatggt gcagctggcc tgccatccca acttggacaa actgggctac 936 

tcacaaaaga tgcgattcac ctactgagca tcctccagct tccctggtgc tgttcgctgc 996 

agttgttccc catcagtact caagcactak aagccttagr ktcctktcct cagagtttca 1056 

ggttttttca gttrsatcka gagctgaaat ctggatagta cctgcaggaa caatattcct 1116 

gtagccatgg aagagggcca aggctcagtc 'actccttgga tggcctccta aatctccccg 1176 

tggcaacagg tccaggagag gcccatggag cagtctcttc catggagtaa gaaggaaggg 1236 

agcatgtacg cttggtccaa gattggctag ttccttgata gcatcttact ctcaccttct 1296 

ttgtgtctgt gatgaaagga acagtctgtg caatgggttt tacttaaact tcactgttca 1356 

acctatgagc aaatctgtat gtgtgagtat aagttgagca tagcatactt ccagaggtgg 1416 

tcttatggag atggcaagaa aggaggaaat gatttcttca gatctcaaag gagtctgaaa 1476 

tatcatattt ctgtgtgtgt cdctctcagc ccctgcccad gctagaggga wacagctact 1536 

gataatcgaa aactgctgtt tgtgggcarg aacccctggc tgtgcaaata atggggctga 1596 

ngccctgtgt gatattgaaa aaaaaaa 1623 



<210> 319 
<211> 526 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 99. .371 

<221> sig_peptide 

<222> 99. .290 

<223> Von Heijne matrix 

score 3.79999995231628 

seq LFIWCVICVTLN/FP 

<221> polyA_signal 
<222> 491. .496 

<221> polyA_site 
<222> 513. .524 

<400> 319 

attggattag tagaattgct tttgtcattc cattgttttc atatatttgt ttgggacatt 60 
ttactttttt ctgttaacgc ttaccctagr aattagaa atg aca cca cgt att ctt 116 

Met Thr Pro Arg lie Leu 
-60 



age 


gaa 


gtc 


cag 


ttt 


tea 


gca 


ttt 


tgt 


cct 


tat 


tgg 


aca 


ata 


gca 


agg 


164 


Ser 


Glu 


Val 


Gin 
-55 


Phe 


Ser 


Ala 


Phe 


Cys 
-50 


Pro 


Tyr 


Trp 


Thr 


He 
-45 


Ala 


Arg 




ata 


tta 


gaa 


cgt 


gtt 


ggt 


tec 


gcg 


tgc 


ttc 


cgt 


ctt 


gag 


tta 


tgt 


get 


212 


lie 


Leu 


Glu 

-40 


Arg 


Val 


Gly 


Ser 


Ala 
-35 


Cys 


Phe 


Arg 


Leu 


Glu 
-30 


Leu 


Cys 


Ala 




get 


att 


gtc 


gga 


tat 


ttt 


gtc 


tta 


gat 


gta 


cgt 


act 


ttc 


ctg 


ttc 


att 


260 


Ala 


He 
-25 


Val 


Gly 


Tyr 


Phe 


val 

-20 


Leu 


Asp 


Val 


Arg 


Thr 
-15 


Phe 


Leu 


Phe 


He 




gtg 


gta 


tgt 


gta 


att 


tgc 


gtt 


act 


ttg 


aat 


ttt 


cca 


cgt 


ttt 


tac 


ttt 


308 


Val 


Val 


Cys 


Val 


He 


Cys 


Val 


Thr 


Leu 


Asn 


Phe 


Pro 


Arg 


Phe 


Tyr 


Phe 




-10 










-5 










1 








5 






ctt 


tgt 


etc 


tea 


tea 


ctt 


acc 


get 


ttt 


ggg 


acc 


ccc 


ccc 


ate 


ggg 


gtt 


356 


Leu 


Cys 


Leu 


Ser 
10 


Ser 


Leu 


Thr 


Ala 


Phe 
15 


Gly 


Thr 


Pro 


Pro 


He 
20 


Gly 


Val 





cac att ccc tct ccc tararcacac tcccttggat ttcctcradt ggggtctget 411 
His He Pro Ser Pro 



25 

gcggtgaagc tttcccattt tatgtgcaga ttattttcag agggtatata gaattcaggc 471 
agctgtttcg ttgtagcaca ttaaaaatat tttcccactt caaaaaaaaa aaacc 526 
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<210> 320 
<211> 989 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 44. .814 

<221> sig_peptide 

<222> 44. .112 

<223> Von Heijne matrix 

score 8.30000019073486 

seq VRLLLXLLLLLIA/LE 

<221> polyA_site 
<222> 978. .989 

<400> 320 

aaatgtgtac acgcccagct tcctgcctgt tactctccac agt atg cga aga ata 55 

Met Arg Arg lie 
-20 

ctt ttg tdt ctg ctg ttg eta 103 
Leu Leu Xaa Leu Leu Leu Leu 
-10 -5 
ggt cac tct ctt tgc ttc aac 151 
Gly His Ser Leu Cys Phe Asn 
10 

gga cag ccc tgg tgt gaa gcg 199 
Gly Gin Pro Trp Cys Glu Ala 
25 

ctt cag tac aac agt gac aac 247 
Leu Gin Tyr Asn Ser Asp Asn 

40 45 
ggg aag aag gta tat gcc acc 295 
Gly Lys Lys Val Tyr Ala Thr 
55 60 

ct 9 99 a 9 aa 9 fc 9 999 c 9 a 9 ac 343 
Leu Gly Glu Val Gly Arg Asp 
75 

ccc car ata aag acc agt gat 391 
Pro Gin lie Lys Thr Ser Asp 
90 

tgt caa cgt gaa gca gaa egg 439 
Cys Gin Arg Glu Ala Glu Arg 
105 

acc aat gga gag aaa tec etc 4 87 

Thr Asn Gly Glu Lys Ser Leu 
120 125 
aca gta att aat cat gaa gcc 535 
Thr Val He Asn His Glu Ala 
135 140 
gac aga ngg ctg gaa aak tat 583 
Asp Arg Xaa Leu Glu Xaa Tyr 
155 

gat cac tgg etc agg gaa ttc 631 
Asp His Trp Leu Arg Glu Phe 

170 

ccg ama gtg tern cca rta aat 679 



tec ctg act 
Ser Leu Thr 

eta ata gcc 
Leu He Ala 

ttc act ata 
Phe Thr He 
15 

cat gtc ttc 
His Val Phe 
30 

aac atg gtc 
Asn Met Val 

age act tgg 
Ser Thr Trp 

etc agg atg 
Leu Arg Met 
80 

cct tec act 
Pro Ser Thr 
95 

tgc act ggt 
Cys Thr Gly 
110 

etc ttt gac 
Leu Phe Asp 

agt wag ate 
Ser Xaa He 

ttc agg aag 
Phe Arg Lys 
160 

tta ggg cac 



tct age cct 
Ser Ser Pro 
-15 

ttg gag ate 
Leu Glu He 
1 

aaa tea ttg 
Lys Ser Leu 

ttg aat aaa 
Leu Asn Lys 
35 

aaa cct ctg 
Lys Pro Leu 
50 

gga gaa ttg 
Gly Glu Leu 
65 

etc ctt tgt 
Leu Leu Cys 

ctg caa gtc 
Leu Gin Val 

gca tec tgg 
Ala Ser Trp 
115 

gca atg aac 
Ala Met Asn 

130 
aag gag aca 
Lys Glu Thr 
145 

etc tea aar 
Leu Ser Lys 

tgg gaa gca 



gtg cgc ctt 
Val Arg Leu 

atg gtt ggt 
Met Val Gly 
5 

tec aga cct 
Ser Arg Pro 
20 

aat ctt ttc 
Asn Leu Phe 

ggc etc ctg 
Gly Leu Leu 

acc caa acg 
Thr Gin Thr 
70 

gac ate aaa 
Asp He Lys 
85 

kar atk ttt 
Xaa Xaa Phe 
100 

cag ttc gcc 
Gin Phe Ala 

atg acc tgg 
Met Thr Trp 

tgg aag aaa 
Trp Lys Lys 
150 

gga gac tgc 
Gly Asp Cys 

165 
atg cca raa 
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Leu Gly 


Hi s Trp 


Glu 


Ala 


Met 


Pro 


Xaa 


Pro 


Xaa 


Val 


Ser 


Pro Xaa 


Asn 












180 










185 








get 


tea 


J. aw out> 


cac 


tgg 








-a >-f 

a. l l. 


r>t-a 

C L-Cl 


cca 


raw 


ara tgg 


ate 


Ala 


Ser 


Xaa lie 


His 


Trp 


Ser 


Ser 


Ser 


Xaa 


Leu 


Pro 


Xaa 


Xaa Trp 


He 


190 








195 










200 








205 


ate 


ctg 


ggg gca 


ttc 


ate 


ctg 


tta 


vtt 


tta 


atg 


gga 


att 


gtt etc 


ate 


He 


Leu 


Gly Ala 


Phe 
210 


He 


Leu 


Leu 


Xaa 


Leu 
215 


Met 


Gly 


He 


Val Leu 
220 


He 


tgt 


gtc 


tgg tgg 


caa 


aat 


ggc 


ara 


ara 


tec 


acc 


tad 


arg 


tgataccacg 


Cys 


Val 


Trp Trp 
225 


Gin 


Asn 


Gly 


Xaa 


Xaa 
230 


Ser 


Thr 


Xaa 


Xaa 







gcggcgcaaa attgttcacc tgtggtcctc gategctgae agecttgget cccactgctg 884 
tgtgttccct gagtcaagtg gaggeggage ctgeaatgag eggaratege gcctctgcat 944 
tccagtcttg gcaacagarc aagactccgt ctcaaaaaaa aaaaa 989 



<210> 321 

<211> 1017 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 3. .581 

<221> sigjpeptide 

<222> 3. .182 

<223> Von Heijne matrix 

score 6.69999980926514 

seq LWPFLTWINPALS/IC 

<221> polyA_site 
<222> 1006. .1016 

<400> 321 

ac atg tgc cct agt ctg gaa gag get ccc agt gtc aag ggg act ctg 47 
Met Cys Pro Ser Leu Glu Glu Ala Pro Ser Val Lys Gly Thr Leu 
-60 -55 -50 

ccc tgc tea gga caa cag cag cct ttc ccg ttt gga gec tea aac ate 95 
Pro Cys Ser Gly Gin Gin Gin Pro Phe Pro Phe Gly Ala Ser Asn He 
-45 -40 -35 -30 

cca eta etc ctg ggc agg age aga aag gtg get cga ggt gca ccg gtc 143 
Pro Leu Leu Leu Gly Arg Ser Arg Lys Val Ala Arg Gly Ala Pro Val 

-25 -20 -15 

ctg tgg cca ttt etc act tgg ata aac cct gca ctg tec ate tgt gac 191 
Leu Trp Pro Phe Leu Thr Trp He Asn Pro Ala Leu Ser He Cys Asp 

-10 -5 1 

ccc tta gga tec tgc gga tgg cyw tgc cac acg gec car gtc cct gcg 239 
Pro Leu Gly Ser Cys Gly Trp Xaa Cys His Thr Ala Gin Val Pro Ala 

5 10 15 

ccc ctg car ttg cct act gee tgt cct ccc etc cca cat ggc acc egg 287 
Pro Leu Gin Leu Pro Thr Ala Cys Pro Pro Leu Pro His Gly Thr Arg 
20 25 30 35 

get gta ggc ccc acg cca ggc etc etc cct gag get gca gec cca sgc 335 
Ala Val Gly Pro Thr Pro Gly Leu Leu Pro Glu Ala Ala Ala Pro Xaa 

40 45 50 

acg tgk ggg gca ctg tec tea cgc age agg cac tgg tea tgt tec att 383 
Thr Xaa Gly Ala Leu Ser Ser Arg Ser Arg His Trp Ser Cys Ser lie 

55 60 65 

gtc arc tgc etc cac ctg cac ara etc ctg tct gtg gag acc aga arc 431 
Val Xaa Cys Leu His Leu His Xaa Leu Leu Ser Val Glu Thr Arg Xaa 
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70 75 80 

ttc cas aaa cat ctg ttg gtg ctg ctg gtg get gtg gec cat agt gtt 479 
Phe Xaa Lys His Leu Leu Val Leu Leu Val Ala Val Ala His Ser Val 

85 90 95 

ctg gaa cca cct gec ctg gtc cca aat gtg cag tgt gag atg tgc aca 527 
Leu Glu Pro Pro Ala Leu Val Pro Asn Val Gin Cys Glu Met Cys Thr 
100 105 110 115 

cac tea ggg ccc cgt gac ctg gaa gec gca gtc gtg tec cca gca cct 575 
His Ser Gly Pro Arg Asp Leu Glu Ala Ala Val Val Ser Pro Ala Pro 

120 125 130 

tgg gaa tgagcctgtc ctctgtgtga aggagggggt ggttctcaaa ccactgactc 631 
Trp Glu 

ttggtgctca ggaggggect gctgctgtcc tgggcatggg gtggtcattg ttcaagactg 691 
aggcagactc agtctttgaa agggtgeaga ggccaggcgc ggtggctcac gectgtaatt 751 
ccagcacttt gggaggccaa ggtggacaga tcatgaggtc aggagttcga gaccagcctg 811 
gecaataegg tgaaaccgea tctctactaa rraatawcaw aaattagtcg ggcatgggtg 871 
atgtgtgctt gtagtcccag ctactcatga ggyctgaggc agaagaatca cctgaatctg 931 
ggaggcagag gttgcagtga accaagatcg cacgactgta caccagcctg ggegacagag 991 
tgagactccg tctcaaaaaa aaaaam 1017 



<210> 322 
<211> 529 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 107. .427 

<221> sigjpeptide 

<222> 107. .190 

<223> Von Heijne matrix 

score 3.79999995231628 

seq RFLSLSAADGSDG/SH 

<221> polyA_signal 
<222> 499. .504 

<221> polyA_site 
<222> 516. .529 

<400> 322 

aaagtcagcg ctggagtcgg etaggegget ggaaacggcg gctgccgccg gtgactcagg 60 
gaggegggag geegmsggmg gagctcttcc tgcaggcgtg garacc atg gtg etc 115 

Met Val Leu 



acg 


etc 


gga 


gaa 


agt 


tgg 


ccg 


gta 


ttg 


gtg 


ggg agg 


agg 


ttt 


etc 


agt 


163 


Thr 


Leu 


Gly 


Glu 


Ser 


Trp 


Pro 


Val 


Leu 


Val 


Gly Arg 


Arg 


Phe 


Leu 


Ser 




-25 










-20 










-15 








-10 




ctg 


tec 


gca 


gee 


gac 


ggc 


age 


gat 


ggc 


age 


cac gac 


age 


tgg 


gac 


gtg 


211 


Leu 


Ser 


Ala 


Ala 


Asp 

-5 


Gly 


Ser 


Asp 


Gly 


Ser 
1 


His Asp 


Ser 


Trp 

5 


Asp 


Val 




gag 


cgc 


gtc 


gec 


gag 


tgg 


ccc 


tgg 


etc 


tec 


ggg acc 


att 


cga 


get 


gtt 


259 


Glu 


Arg 


val 


Ala 


Glu 


Trp 


Pro 


Trp 


Leu 


Ser 


Gly Thr 


He 


Arg 


Ala 


Val 








10 










15 








20 










tec 


cac 


ace 


gac 


gtt 


ace 


aag 


aag 


gat 


ctg 


aag gtg 


tgt 


gtg 


gaa 


ttt 


307 


Ser 


His 


Thr 


Asp 


Val 


Thr 


Lys 


Lys 


Asp 


Leu 


Lys Val 


Cys 


Val 


Glu 


Phe 






25 










30 








35 












gak 


ggg 


gaa 


tct 


tgg 


agg 


aaa 


aga 


aga 


tgg 


ata gaa 


gtc 


tac 


age 


ctt 


355 


Xaa 


Gly 


Glu 


Ser 


Trp 


Arg 


Lys 


Arg 


Arg 


Trp 


lie Glu 


Val 


Tyr 


Ser 


Leu 




40 










45 










50 








55 
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eta agg aaa gca ttt tta gta aaa cat aat ttg gtt tta get gaa cga 403 
Leu Arg Lys Ala Phe Leu Val Lys His Asn Leu Val Leu Ala Glu Arg 

60 65 70 

aag tea cct gaa att tct tgg ggt taaccatctt tagttaaatg gaattttaat 457 
Lys Ser Pro Glu lie Ser Trp Gly 
75 

ttaaatgacg etttgetaat tttaagtgtt aagcattttg cattaaaata ttcatataat 517 
aaaaaaaaaa aa 529 



<210> 323 

<211> 1046 

<212> UNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 45. .407 

<221> sigjpeptide 

<222> 45. .83 

<223> Von Heijne matrix 

score 5.69999980926514 

seq MLVLRSALTRALA/SR 

<221> polyA_signal 
<222> 1008. .1013 

<221> polyA_site 
<222> 1032. .1042 

<400> 323 

aaaaggacac ggctggctgc ttttctcagc gccgaagccg cgee atg etc gtc etc 56 

Met Leu Val Leu 
-10 



aga 


age 


gee 


ctg 


act 


egg 


gcg 


ctg 


gee 


tea 


egg acg 


ctg 


gcg 


cct 


cag 


104 


Arg 


Ser 


Ala 


Leu 


Thr 


Arg 


Ala 


Leu 


Ala 


Ser 
1 


Arg Thr 


Leu 


Ala 
5 


Pro 


Gin 




atg 


tgc 


tea 


tct 


-5 
ttt 


get 


acg 


gga 


ccc 


aga 


caa tac 


gat 


gga 


ata 


ttc 


152 


Met 


Cys 


Ser 


Ser 


Phe 


Ala 


Thr 


Gly 


Pro 


Arg 


Gin Tyr 


Asp 


Gly 


He 


Phe 








10 










15 








20 










tat 


gaa 


ttt 


cgt 


tct 


tat 


tac 


ctt 


aag 


ccc 


tea aag 


atg 


aat 


gag 


ttc 


200 


Tyr 


Glu 


Phe 


Arg 


Ser 


Tyr 


Tyr 


Leu 


Lys 


Pro 


Ser Lys 


Met 


Asn 


Glu 


Phe 






25 










30 








35 












ctg 


gaa 


aat 


ttt 


gag 


aaa 


aac 


get 


caa 


ctt 


egg aca 


get 


cac 


tct 


gaa 


248 


Leu 


Glu 


Asn 


Phe 


Glu 


Lys 


Asn 


Ala 


Gin 


Leu 


Arg Thr 


Ala 


His 


Ser 


Glu 




40 










45 










50 








55 




ttg 


gtt 


gga 


tac 


tgg 


agt 


gta 


kaa 


ttt 


gga 


ggc aga 


atg 


awt 


aca 


gtg 


296 


Leu 


Val 


Gly 


Tyr 


Trp 


Ser 


Val 


Xaa 


Phe 


Gly 


Gly Arg 


Met 


Xaa 


Thr 


Val 












60 










65 








70 






ttt 


cat 


att 


tgg 


aag 


tat 


gat 


aat 


ttt 


get 


cat cga 


act 


gaa 


ttt 


cag 


344 


Phe 


His 


lie 


Trp 


Lys 


Tyr 


Asp 


Asn 


Phe 


Ala 


His Arg 


Thr 


Glu 


Phe 


Gin 










75 










80 








85 








aaa 


gec 


ttg 


gee 


aaa 


gat 


aag 


gaa 


tgg 


caa 


gaa caa 


ttc 


etc 


att 


cca 


392 


Lys 


Ala 


Leu 


Ala 


Lys 


Asp 


Lys 


Glu 


Trp 


Gin 


Glu Gin 


Phe 


Leu 


He 


Pro 








90 










95 








100 











aat ttg get etc aat tgataaacaa gatagtgaga ttacttatct ggtaccatgg 447 
Asn Leu Ala Leu Asn 



105 

tgcaaattag aaaaacctcc aaaagaagga gtctatgaac tggccacttt tcagatgaaa 507 
cctggtgggc cagctctgtg gggtgatgca tttaaaaggg cagttcatgc tcatgtcaat 567 
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ctaggctaca 
catgttcttt 
gaggatccca 
aatatgcttc 
aacatttcat 
ttctcacttt 
gctacatctg 
tatttcagtg 



caaaactagt 
ggtggaatga 
gagttgtggc 
tgattcctac 
taactgctat 
tatttgaagg 
tgctttgtaa 
tctgtcatac 



tggagtgttc 
gagtgcagat 
agctgttcgg 
atcgttttca 
aggatctgtc 
aggtggtaag 
gtaccacttc 
attaaaaata 



cacacagagt 
agtcgtgcag 
gaaagtgtca 
ccactgaaat 
tgctaatggt 
ttaatttgct 
aaaaaatakt 
cttgtcactg 



acggagcact 
ctgggagaca 
actacctagt 
agttttctac 
gcttaaattc 
atgtttcttg 
tctgtttact 
tttyaaaaaa 



caacagagtt 
taagtcccat 
atctcagcag 
tgaaatacaa 
tcccaagagg 
cattatgaag 
ttctgcatgg 
aaaaarnmcc 



627 
687 
747 
807 
867 
927 
987 
1046 



<210> 324 
<211> 880 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 201. .332 

<221> sig_peptide 

<222> 201. .251 

<223> Von Heijne matrix 

score 7.80000019073486 

seq VLWLISFFTFTDG/HG 

<221> polyA_site 
<222> 869. .880 

<400> 324 

aattgctgat ggatcagtga gcctgtgttc atgccagtga gctgctgtgg ctcagatact 60 

gatactttct ttccaaacag cataagaagt gattgancca caagtatact gaaggmargg 120 

yhcccwsvar tyctggwgtg amgagataaa tcaccagtca cagactatgc acccgactgc 180 

tgctgttcag tccagggaaa atg aaa gtt gga gtg ctg tgg etc att tct ttc 233 

Met Lys Val Gly Val Leu Trp Leu lie Ser Phe 
-15 -10 

ttc acc ttc act gac ggc cac ggt ggc ttc ctg ggg gtg agt tgg tgc 281 
Phe Thr Phe Thr Asp Gly His Gly Gly Phe Leu Gly Val Ser Trp Cys 

-5 15 10 

tat gtc tea tat etc ttc tea act aac tct cct etc teg ttc egg cgc 329 
Tyr Val Ser Tyr Leu Phe Ser Thr Asn Ser Pro Leu Ser Phe Arg Arg 

15 20 25 

att tagaacccct cactctctag gggactgcaa ctgeataatt taatgtactt 382 
lie 

gagatcagaa gtcctgagtt ctcgtttcaa cattaccaac attcactgtg tggccttgga 442 

taagtragtc atttcatctc tteggagett agatgatcma actgeaarag gaggatcttt 502 

gattamacta tcttagagat cttttccagt tcaacacatg ctgtactatg gettctegga 562 

tgcagaaaaa tcacatggat ggacattagc aatccttara cactgtcttt cctgtctaca 622 

ctegcttgag tgatgckttc atctaggatc atggttttaa tattctctac atgctgatga 682 

ctcccagctg tatagctcca tctcagaacc tctcccctgt ccacactcac atatccatta 742 

cctacgtgtt atttccagct gggaaatcca gcggaacctc ggnaacttca tttgnttcaa 802 

aatcgnaacc caatccttct tgcctatctc agcaagtggt atcactatct ttccagctac 862 

ttaggcaaaa aaaaaaaa 880 



<210> 325 

<211> 1217 

<212> DNA 

<213> Homo sapiens 



<220j> 



WO 99/31236 



-242- 



PCT/IB98/02122 



<221> CDS 
<222> 217. .543 

<221> sigjpeptide 

<222> 217. .255 

<223> Von Heijne matrix 

score 6.40000009536743 

seq MCLLTALVTQVIS/LR 

<221> polyA_site 
<222> 1206.7l217 

<400> 325 

aatgccagtg tcagcttctc tccgaaaact gggtaatacg aaatggtctt tattggttgt 60 
gaacactcga gctgagaaac attttaggat ctttgtgtct tttgtgatga ttttgtttct 120 
graagrwgga aasctgtcta aaaatattca agtgtgcaac caaggattta gatgaagcca 180 
gcaaacaaag gaatcatgta atcaggacct gagcga atg tgc tta etc acg gcg 234 

Met Cys Leu Leu Thr Ala 
-10 

tta gtt aca cag gtg att tec tta aga aaa aat gca gag aga act tgt 2B2 
Leu Val Thr Gin Val lie Ser Leu Arg Lys Asn Ala Glu Arg Thr Cys 

-5 15 
tta tgc aag agg aga tgg ccc tgg ngc ccc teg ccc egg ate tac tgc 330 
Leu Cys Lys Arg Arg Trp Pro Trp Xaa Pro Ser Pro Arg He Tyr Cys 
10 15 20 25 

tea tec acc cca tgc gat tec aaa ttc ccc acc gtc tac tec agt gec 378 
Ser Ser Thr Pro cys Asp Ser Lys Phe Pro Thr Val Tyr Ser Ser Ala 

30 35 40 

cca ttc cat gec ccc etc ccc gtc cag aat tec tta tgg ggg cac ccg 426 
Pro Phe His Ala Pro Leu Pro Val Gin Asn Ser Leu Trp Gly His Pro 

45 50 55 

etc cat ggt tgt tec tgg caa tgc cac cat ccc cag gga car aat etc 474 
Leu His Gly Cys Ser Trp Gin Cys His His Pro Gin Gly Gin Asn Leu 

60 65 70 

cag cct gec agt etc cad acc cat etc tec aag ccc aag cgc cat ttt 522 
Gin Pro Ala Ser Leu Xaa Thr His Leu Ser Lys Pro Lys Arg His Phe 

75 80 85 

ara aar aar rra tgt caa gec tgatgaarac atgagtggca aaaacattgc 573 
Xaa Lys Lys Xaa Cys Gin Ala 
90 95 

aatgtacara aatgagggtt tetatgetga tccttacctt tatcacgagg gaeggatgag 633 
catascctca tcccatggtg gacacccact ggatgtcccc gaccacatca ttgeatatea 693 
ccgcaccgcc ateeggtcag egagtgetta ttgtaacccc teaatgeaag eggaaatgea 753 
tatggaacaa tcactgtaca gacagaaatc aaggaaatat ccggatagcc atttgectae 813 
actgggctcc aaaacacccc ctgcctctcc tcacagaktc agtgacctga ggatgataga 873 
catgcacgct cactataatg cccacggccc ccctcacacc atgcagccag accgggcctc 933 
tccgagccgc caggecttta aaaaggagee aggcaccttg gtgtatatag aaaagccacg 993 
gagegctgea ggattatcca gecttgtaga cctcggccct cctctaatgg agaagcaagt 1053 
ttttgectae ageaeggega caatacccaa agapagagag accagagaga ggatgeaage 1113 
catggagaaa cagattgeca gtttaactgg ccttgttcag tetgegcttt ttaaagggee 1173 
cattacaagt tatagcaaar atgegtctag ctaaaaaaaa aaaa 1217 



<210> 326 
<211> 959 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 18. .446 



WO 99/31236 



-243- 



PCT/IB98/02122 



<221> sig_peptide 

<222> 18. ,140 

<223> Von Heijne matrix 

score 4.09999990463257 

seg GILILWIIRLLFS/KT 

<221> polyA_signal 
<222> 930. .935 

<221> polyA_site 
<222> 948. .959 

<400> 326 

aaaggaagcg gctaact atg gcg acc gcc acg gag cag tgg gtt ctg gtg 50 
Met Ala Thr Ala Thr Glu Gin Trp Val Leu Val 
-40 -35 * 



gag 
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gcg 


ctt 


tac 


gag 


get 


cct 


get 


tac 


cat 


ctt 


att 


ttg 
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Glu 


Met 


Val 


Gin 


Ala 


Leu 


Tyr 


Glu 


Ala 


Pro 


Ala 


Tyr 


His 


Leu 


He 


Leu 




-30 










-25 










-20 










-15 




gaa 


ggg 


att 


ctg 


ate 


etc 


tgg 


ata 


ate 


aga 


Ctt 


ctt 


ttc 


tct 


aag 


act 


146 


Glu 


Gly 


lie 


Leu 


He 
-10 


Leu 


Trp 


lie 


He 


Arg 
-5 


Leu 


Leu 


Phe 


Ser Lys 


Thr 




tac 


aaa 


tta 


caa 


gaa 


cga 


tct 


gat 


ctt 


aca 


gtc 


aag 


gaa 


aaa 


gaa 


gaa 


194 


Tyr 


Lys 


Leu 


Gin 


Glu 


Arg 


Ser 


Asp 


Leu 


Thr 


Val 


Lys 


Glu 


Lys 


Glu 


Glu 








5 










10 










15 










ctg 


att 


gaa 


gag 


tgg 


caa 


cca 


gaa 


cct 


ctt 


gtt 


cct 


cct 


gtc 


cca 


aaa 


242 


Leu 


lie 


Glu 


Glu 


Trp 


Gin 


Pro 


Glu 


Pro 


Leu 


Val 


Pro 


Pro 


Val 


Pro 


Lys 






20 










25 










30 










gac 


cat 


cct 


get 


etc 


aac 


tac 


aac 


ate 


gtt 


tea 


ggc 


cct 


cca 


age 


cac 


290 


Asp 


His 


Pro 


Ala 


Leu 


Asn 


Tyr 


Asn 


He 


Val 


Ser 


Gly 


Pro 


Pro 


Ser 


His 




35 










40 










45 










50 




aaa 


act 


gtg 


gtg 


aat 


gga 


aaa 


gaa 


tgt 


ata 


aac 


ttc 


gcc 


tea 


ttt 


aat 


338 


Lys 


Thr 


Val 


Val 


Asn 


Gly 


Lys 


Glu 


Cys 


He 


Asn 


Phe 


Ala 


Ser 


Phe 


Asn 












55 










60 










65 






ttt 


ctt 


gga 


ttg 


ttg 


gat 


aac 


cct 


agg 


gtt 


aag 


gca 


gca 


get 


tta 


gca 


386 


Phe 


Leu 


Gly 


Leu 


Leu 


Asp 


Asn 


Pro 


Arg 


Val 


Lys 


Ala 


Ala 


Ala 


Leu 


Ala 










70 










75 










80 








tct 


eta 


aag 


aag 


tat 


ggc 


gtg 


ggg 


act 


tgt 


gga 


ccc 


tgt 


gga 


ttt 


tat 


434 


Ser 


Leu 


Lys 


Lys 


Tyr 


Gly 


Val 


Gly 


Thr 


Cys 


Gly 


Pro 


Cys 


Gly Phe 


Tyr 





85 90 95 



ggc aca ttt gaa tgaaratgaa ggatcattga tttccttgtg tatggataat 486 
Gly Thr Phe Glu 
100 

ccgggaacag gecaactaaa tatttgatga atgtatgatt tcaaatacag tgaattccct 546 

gggagtcatc aaaraagacg gcattttatg gttgttttta ttaagtgtat attctttget 606 

cctgaaaatg ttattaaata attgtttagg ccgggcatgg tggctcatgc ctgtaatccc 666 

agcactttca aaggctgagg caggcagatc acctgaggtc aggagttcaa aaccagcctg 726 

gccaacatgc tgaaacctcg tctctactaa aaatacaaaa attagctggg cgtggtggtg 786 

grtgcctgtg gtcccagctr cgtgggaggc tgaggtggga gaattgette aacctgggag 846 

gcggaggttg cagtgagccg agatcatgee actgcactcc agectgggea acagagcaag 906 

actgtctcaa aaataaataa ataaataaaa ttgtttaaat gaaaaaaaaa aaa 959 



<210> 327 
<211> 921 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 



WO 99/31236 



-244- 



PCT/IB98/02122 



<222> 29. .724 

<221> sig_peptide 

<222> 29. .118 

<223> Von Heijne matrix 

score 3.90000009536743 

seq VAHALSLPAESYG/NX 

<221> polyA_signal 
<222> 886. .891 

<221> polyA_site 
<222> 910. .920 

<400> 327 

aaggagccac gctttcgggg gttgcaag atg gcg gcc acc agt gga act gat 52 

Met Ala Ala Thr Ser Gly Thr Asp 
-30 -25 



9 a 9 
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gtg 
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cat 
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100 


Glu 
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Val 


Ser 


Gly Glu 
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Val 


Ser 


Val 


Ala 


His 


Ala 


Leu 


Ser 


Leu 








-20 










^15 










-10 
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148 


Pro 


Ala 


Glu 
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He 


Glu 
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Ala 
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Ala 






-5 










1 
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Met 
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Gin 
15 
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Glu 


Val 
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20 
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Lys 
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He 


Ser 
25 


Ser 
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gta 


gat 


gac 


caa 


att 


tac 


244 


Val 


Asp 


Pro 


Gin 
30 


Phe 


Leu 


Lys 


Leu 


Thr 
35 


Lys 


Val 


Asp 


Asp 


Gin 
40 


He 


Tyr 
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gag 


ttc 


egg 


aaa 


aat 


ttt 


gag 


acc 


ctt 


agg 


ata 


gat 


gtg 


ttg 


grc 


292 


Ser 


Glu 


Phe 
45 


Arg 


Lys 


Asn 


Phe 


Glu 
50 


Thr 


Leu 


Arg 


He 


Asp 
55 


Val 


Leu 


Xaa 
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gaa 


gan 
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aag 


tea 


gaa 


tea 


gen 


aaa 


gag 


ccc 


cca 


gga 


tac 


aat 


340 


Pro 


Glu 
60 


Xaa 


Leu 


Lys 


Ser 


Glu 
65 


Ser 


Ala 


Lys 


Glu 


Pro 
70 


Pro 


Gly 


Tyr 


Asn 




tct 


ttg 


cca 


ttg 


aaa 


ttg 


etc 


gga 


acc 


ggg 


aag 


get 


ata 


aca 


aag 


ctg 


388 


Ser 


Leu 


Pro 


Leu 


Lys 


Leu 


Leu 


Gly 


Thr 


Gly 


Lys 
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lie 


Thr 


Lys 


Leu 




75 










80 










85 










90 




ttt 
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lie 
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Glu 
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Glu 
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Thr 


Met 
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aga 
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cca 


aga 


atg 


484 


Glu 


Glu 


Lys 


Lys 
110 


Glu 


Leu 


Thr 


Val 


Glu 
115 


Lys 


Lys 


Arg 


Thr 


Pro 
120 


Arg 


Met 
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ata 
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aaa 
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aag 


gaa 


tea 


532 


Glu 


Glu 


Arg 
125 


Lys 


Glu 


Leu 


He 


Val 
130 


Glu 


Lys 


Lys 


Lys 


Arg 
135 


Lys 


Glu 


Ser 




aca 


gag 


aag 


aca 


aaa 


ctg 


aca 


aag 


gag 


gag 


aaa 


aag 


gga 


aag 


aag 


ctg 


580 


Thr 


Glu 
140 


Lys 


Thr 


Lys 


Leu 


Thr 
145 


Lys 


Glu 


Glu 


Lys 


Lys 
150 


Gly 


Lys 


Lys 


Leu 
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aag 
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tea 


aca 


aaa 


gtg 


gtg 


aaa 


aag 
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tgt 


aag 


gta 


tac 


agg 


628 


Thr 


Lys 


Lys 
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Lys 


Val 


Val 


Lys 


Lys 


Leu 
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Lys 


Val 


Tyr 


Arg 
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165 
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cag 


cac 
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aga 
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tat 
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tea 


att 


gag 


act 


aca 


agt 


acc 


acg 


676 


Glu 


Gin 


His 


Ser 


Arg 
175 


Ser 


Tyr 


Asp 


Ser 


He 
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Glu 


Thr 


Thr 


Ser 


Thr 
185 


Thr 
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ttg 
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Gin 


Thr 
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Leu 


Val 


Lys 


Cys 


Lys 


Phe 


Leu 


Tyr 


Asn 





190 195 200 



tgaaggatac gcagaaggac atctttctag tctaacagtc aggagctget ctggtcattc 784 
ccttgtatga actggtctaa agactgttag tggggtgtta gttgattttt cctggtatac 844 



WO 99/31236 



-245- 



PCT/IB98/02122 



tgtttcttgg ctgacactac tggtcaagta agaaatttgt aaataaattt cttttggttc 904 
ttattaamaa aaaaaas 921 



<210> 328 

<211> 1344 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 404. .586 

<221> sig_peptide 

<222> 404 . .466 

<223> Von He^ijne matrix 

score 4.09999990463257 

seq SLMFFSMMATCTS/NV 

<221> polyA_signal 
<222> 1304. .1309 

<221> polyA_site 
<222> 1334.. 1344 

<400> 328 

ataatttaat gcaaaatatc cttttatgaa tttcatgtta atattgtgaa atattaaaat 60 

aattccacaa tagttgagaa aaatgagcat ttttttccat ttttaaaaaa tgcatagaaa 120 

agacaatttt aaaatcctgg gamccawatt tatttagaag tagctgttag taaaacatta 180 

gaaaaggagt caggccatba ggttatttat nbnaatctct aagcaattag gntgaagtta 24 0 

ttaagtcaag cctagaaaag ctgcctcctt gtaaggcttt catgacaatg tatagtaatc 300 

brcagtgtcc aattcttcgc actcctcagg aatatcacta cctcaggtta cggtacacag 360 

gctataattg atgatgatgt tcagataact gaagacacaa taa atg aca ttc aga 415 

Met Thr Phe Arg 
-20 

cat cag gac aat tec etc atg ttc ttt tct atg atg gec acc tgt ace 463 
His Gin Asp Asn Ser Leu Met Phe Phe Ser Met Met Ala Thr Cys Thr 

-15 -10 -5 

age aac gtg ggt ttc acc cac aca acg atg aac tgt tct ctt act tct 511 
Ser Asn Val Gly Phe Thr His Thr Thr Met Asn Cys Ser Leu Thr Ser 

15 10 15 

cca gtt gat ttt aaa gac ttg tta aga gtc tta eta ata aaa ttt ggg 559 
Pro Val Asp Phe Lys Asp Leu Leu Arg Val Leu Leu lie Lys Phe Gly 

20 25 30 

tat gat aga aaa tec aca ate aaa tct tgaaccaaat aacatattaa 606 
Tyr Asp Arg Lys Ser Thr lie Lys Ser 

35 40 

attactaata tttaagtgat ggaagacaca caaaaaactt aaaagcacga acaacctaac 666 

ttgaaaaara attttaaaat atgattaacc tgaaraaaar araatcctaa ragecaaage 726 

tcctttttat ttagcttgga attttcctat tggttcctaa caaactgtcc caatgtcata 786 

taaggaaaca tgatctatta cattccttta taacaacgtg gararactat aaacctatgt 84 6 

aagtagtaaa actatatcag adactcagga ractgactww aaggcctgga tctgcagtgt 906 

attatctgta taaaaattgg cagggggaag ctaaaaggaa aggagattgg agatctcaat 966 

tctatcatgg tgtatttcat aegcaaatea ragcatgeat tgttttttgt ttttggaaar 1026 

avaarggaag tgtgttctgc cccatgtttc cttccgtgtt tatagttcaa actctatata 1086 

tacttcaggt attttttgtt tagcccttca ttataaatgg gcaggaaatt gtttatcaac 1146 

etagecagtt tattactagt gaccttgact tcagtatctt gagcattctt ttatattttt 1206 

cttttattat cctgagtctg taactaaaca attttgtctt caaattttta tccaatatcc 1266 

attgcaccac accaaatcaa gcttcttgat tttcaaaaat aaaaaggggg aaatacttac 1326 

aacttgtaaa aaaaaaaa 1344 



